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ABSTRACT 
 
Studies of the taxonomy of bacteria were initiated in the last quarter of the 19th century when bacteria 
were classified in six genera placed in four tribes based on their morphological appearance. Since 
then the taxonomy of bacteria has been revolutionized several times. At present, 30 phyla belong to 
the domain “Bacteria”, which includes over 9600 species. Unlike many eukaryotes, bacteria lack 
complex morphological characters and practically phylogenetically informative fossils. It is partly 
due to these reasons that bacterial taxonomy is complicated. Due to the improvement of methods to 
obtain sequence level characters plus new methods for their analyses, the taxonomy of bacteria has 
also been improved. However, there is still no official classification of prokaryotes. 
 
Biological nitrogen fixation (BNF) is a process in which bacteria reduce inert nitrogen gas to 
biologically useful ammonia. The symbiotic interaction between rhizobia and legumes (Fabaceae or 
Leguminosae) is important both in natural systems and in agriculture. Rhizobia is a general name for 
a group of bacteria that can enter symbiosis with legumes.  Until 1982, all these were classified into 
one single bacterial genus, Rhizobium. The number of rhizobial genera increased to 17 by the year 
2011, from which five genera, Rhizobium, Allorhizobium, Agrobacterium, Ensifer (syn. 
Sinorhizobium), and Shinella were accommodated in the family Rhizobiaceae. The genus 
Agrobacterium, a group of mostly pathogenic bacteria, was placed among the beneficial nitrogen-
fixing bacteria (rhizobia) in the family Rhizobiaceae. That resulted in several taxonomic issues 
regarding the family Rhizobiaceae. The main nomenclatural issue regarding the genus Agrobacterium 
resulted from transferring this genus to the genus Rhizobium. Moreover, the phylogenetic position of 
the former nitrogen-fixing “Rhizobium galegae complex” was not clear. This group of bacteria was 
in previous studies clustered with either Agrobacterium or Rhizobium or placed in a lineage separately 
from other genera of the family Rhizobiaceae.  
  
During the last decade, the number of the rhizobial species increased dramatically, especially in the 
genus Rhizobium. However, Rhizobium is an inappropriate genus name for some of the species 
assigned to the genus. To resolve some of the major taxonomic uncertainties of the family 
Rhizobiaceae, two separate multilocus sequencing analyses (MLSA) were performed. In the first 
study, an MLSA of 114 rhizobial strains was performed by using six housekeeping genes (atpD, glnA, 
glnII, recA, rpoB, and thrC). The first MLSA study was focusing on the phylogeny of the taxa 
belonging to the former “Rhizobium galegae complex” and the genus Agrobacterium. In the second 
MLSA, a total of 100 strains representing 81 species of the family Rhizobiaceae were studied using 
four housekeeping genes namely 16S rRNA, atpD, recA, and rpoB.  Based on these results, we 
proposed delineation of two new genera, Neorhizobium gen. nov. and Pararhizobium gen. nov., and 
16 new species combinations, Neorhizobium galegae comb. nov., Neorhizobium huautlense comb. 
nov., Neorhizobium alkalisoli comb. nov., Agrobacterium nepotum comb. nov., Agrobacterium 
pusense comb. nov., Agrobacterium skierniewicense comb. nov., Allorhizobium vitis comb. nov., 
Allorhizobium taibaishanense comb. nov., Allorhizobium paknamense comb. nov., Allorhizobium 
oryzae comb. nov., Allorhizobium pseudoryzae comb. nov., Allorhizobium borbori comb. nov., 
Pararhizobium giardinii comb. nov., Pararhizobium capsulatum comb. nov., Pararhizobium herbae 
comb. nov., and Pararhizobium sphaerophysae comb. nov. (Paper I and II).  
 
A total of 159 bacterial strains were isolated from the nodules of the Chinese specimens of the plant 
genus Glycyrrhiza L. The results of the study showed that 29 “true symbiotic” strains belong to the 
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genus Mesorhizobium. To estimate the phylogenetic position of the 29 isolates an MLSA was 
performed for 59 mesorhizobial strains by using three housekeeping genes 16S rRNA, recA, and rpoB. 
Moreover, the phylogeny of three symbiotic genes (nodA, nodC, and nifH) of these 59 mesorhizobial 
strains was investigated. The results of MLSA showed that 21 test strains belong to the species M. 
tianshanense, M. gobiense, M. temperatum, M. muleiense, M. amorphae, M. alhagi, and M. 
camelthorni, whereas eight test strains might belong to a novel species of Mesorhizobium. The results 
of the analyses of accessory genes in this study showed that the mesorhizobial strains isolated from 
the plant genus Glycyrrhiza have probably acquired some genetic material from other rhizobia co-
evolving with Glycyrrhiza and other legumes (Paper III). 
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1 INTRODUCTION 
1.1 Taxonomy and systematics    
               Deus creavit, Linnaeus disposuit 
                                                                                                                    Carolus Linnaeus                       
Taxonomy is defined by Encyclopædia Britannica as “in a broad sense, the science of classification, 
but more strictly the classification of living and extinct organisms i.e., biological classification. The 
term is derived from the Greek taxis (“arrangement”) and nomos (“law”)”. “Taxonomy is, therefore, 
the methodology and principles of systematic botany and zoology and sets up arrangements of the 
kinds of plants and animals in hierarchies of superior and subordinate groups” 
(http://global.britannica.com/science/taxonomy). The terms “taxonomy” and “systematics” have 
been applied synonymously in the literature, although the two terms have been defined differently by 
some scientists. For instance, Stanley & Krieg (1984) proposed that taxonomy constitutes three 
different areas including classification, nomenclature, and identification. Systematics is “the 
scientific study of organisms with the ultimate objective of characterization and arranging them in an 
orderly manner” in the words of Oren (2009), or “the scientific study of the kinds and diversity of 
organisms and of all relationships among them” (Simpson 1961). According to Prothero (2007) 
systematics includes not only taxonomic classification but also determining evolutionary 
relationships (phylogeny) and determining geographic relationships (biogeography). 
 
The term phylogeny was introduced by Haeckel in 1866. However, Haeckel never used the term 
“phylogeny” or “phylogenetic trees” for his trees, but he called them “Stammbaum”, which means 
“genealogical tree” or “Pedigree” (Dayrat 2003). “The construction and use of phylogenetic trees is 
central to modern systematics. But it is unclear exactly what phylogenies and phylogenetic trees 
represent. They are sometimes said to represent genealogical relationships between taxa, between 
species, or simply between groups of organisms” (Velasco 2013).  
 
1.2 Bacterial systematics                                     
“WARNING: There is no official classification of prokaryotes”               
                                                                                                                             www.bacterio.net 
Before Haeckel placed the bacteria in the phylum Moneres in the kingdom Protista in 1866, bacteria 
had been placed in the kingdom of plants, constituting the class Schizomycetes. Cohn (1875) classified 
bacteria in six genera placed in four tribes according to their morphological appearance. Unlike 
eukaryotes, morphology and fossil records cannot contribute in the systematics of prokaryotes, since 
bacteria are lacking complex morphological characters and practically all phylogenetically 
informative fossils (Oren 2009). One of the first attempts to comprehensive study and revision of the 
taxonomy of bacteria was published in the 1920s as Bergey's Manual of Determinative Bacteriology 
(Stanley & Krieg 1984). The taxonomy of bacteria was mostly based on morphological and 
physiological features till the 1980’s. Subsequent editions of Bergey’s Manual of Systematic 
Bacteriology have been published since 1984. However, Bergey’s manual disowned that it is an 
official classification. An ad hoc committee was assigned by the Judicial Commission of the 
International Committee on Systematic Bacteriology in 1973 to review the names of described 
bacteria and publish it under the title of Approved Lists of Bacterial Names in the International 
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Journal of Systematic Bacteriology (Skerman et al, 1989). Since January 1980, the articles describing 
new bacterial names can be valid only if it is either originally published in International Journal of 
Systematic Bacteriology (International Journal of Systematic and Evolutionary Microbiology since 
1990) or published in other journals but listed in the “Validation Lists” of this journal. Colwell (1970) 
introduced multiphasic (or polyphasic) taxonomy as an approach to studying the taxonomy of bacteria. 
Polyphasic taxonomy is an integration of morphological, physiological, and biochemical 
characteristics and genotypic data. Polyphasic taxonomy has been used as a developed bacterial 
taxonomy for several decades (Vandamme et al, 1996).  
 
The phenotypic methods are the techniques that are not based on DNA or RNA. Ettema and 
Andersson (2009) pointed out that genomes of Alphaproteobacteria can be reduced or expanded at 
high frequency. Rhizobia is a group of Proteobacteria mostly fixing nitrogen in symbiosis with 
legumes as their host plants. Many of the genes encoding phenotypic characters of rhizobial bacteria 
are located in plasmid and genomic islands. Since plasmids and genomic islands might be lost or 
gained in the genomes of Alphaproteobacteria, some phenotypic features, mostly those utilizing 
carbon and nitrogen sources, cannot be considered as stable characters for taxonomic studies of some 
groups of bacteria such as rhizobia (Ormeño-Orrillo & Martínez-Romero 2013). In this chapter, 
mostly molecular methods will be focused on since they could be considered as reliable and 
straightforward approaches to achieve more robust results in taxonomic studies.  
The major methods used for bacterial taxonomy are listed and some are discussed below.  
 
1.2.1 Genotypic methods 
As the term “genetic” implies, the genotypic techniques are based on DNA or RNA molecules. These 
methods have become more common, convenient, accurate and less laborious and cheaper than the 
phenotypic analyses in the bacterial systematics analyses.  
 
1.2.2 G+C content 
One of the preliminary genotypic techniques was determination of the DNA-base composition (mol% 
G+C). With this technique the percentage of guanine plus cytosine in the genome is determined. This 
value ranges from 16% to 75% in bacterial genomes (Lightfield et al, 2011), and these values were 
considered as a parameter to classify bacteria, especially for distinguishing strains with phenotypical 
similarity (Rosselló-Mora & Amann 2001). Strains belonging to the same species could have at most 
3% variation in G+C content, and not more than 10% for the members of a genus (Vandamme 1996). 
However, it should be noted that in this indirect method the genomic G+C content is estimated from 
the physical properties it induces in extracted and/or digested genomic DNA, and the nucleotides are 
not calculated (Meier-Kolthoff et al, 2014).  
 
1.2.3 DNA-DNA hybridization (DDH) 
 DNA-DNA hybridization (DDH) method is another old method that is still being used for description 
of species. The ad hoc committee ruled that “The phylogenetic definition of a species generally would 
include strains with approximately 70% or greater DNA-DNA relatedness and with 5°C or less ΔTm. 
Both values must be considered” (Wayne et al, 1987). The suggestion of the ad hoc committee 
reinforced the use of DDH in bacterial taxonomy. Since 1987, use of this method has been compulsory 
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for all the species described in the International Journal of Systematic and Evolutionary Microbiology. 
In this method DNAs of two different organisms are mixed and denatured; and single-stranded DNA 
molecules hybridize based on the similarity of the two organisms. Nevertheless, in practice DDH 
does not reflect the level of sequence similarity of two organisms, it is very time consuming and 
laborious, and needs good technological practices to get accurate results. Furthermore the results of 
DDH could vary in different laboratories (Cho & Tiedje 2001; Lindström et al, 2015). The major 
drawback of DDH is the fact that it is impossible to construct a database that allows retrieval of 
information for further comparisons and analyses (Richter & Rosselló-Móra 2009). Thus in 2002, the 
ad hoc committee reported a need to find an alternative for DDH for species circumscription 
(Stackebrandt et al, 2002). 
 
1.2.4 The 16S rRNA gene 
In practice, the taxonomy of prokaryotes was revolutionized in the 1970s, when the use of the 16S 
rRNA gene was initiated for phylogenetic analyses by Carl Woese (Oren 2009). The use of the 16S 
rRNA gene in the 1990s resulted in a significant increase in the number of the annual descriptions of 
new species (Tamames & Rosselló-Móra 2012). The number of available 16S rRNA sequences in 
public repositories increased from around 10 000 in the year 2 000 to 250 000 and 3 000 000 in 2004 
and 2012, respectively. However, over 99% of the available sequences belong to environmental DNA 
of uncultured organisms (Tamames & Rosselló-Móra 2012). Today, reporting a nearly complete 
sequence of the16S rRNA gene is necessary for description of new bacterial taxa. 
 
The similarities of 97% and 95% of 16S rRNA gene sequences were set as the borderlines for strains 
belonging to the same species and genus, respectively. The 16S rRNA gene could be sequenced easily 
and there are millions of sequences of bacterial species available to be compared. It should be noted 
though, that there are some pitfalls of using the 16S rRNA gene for taxonomic classification and they 
are not alone sufficient for description of new taxa (Stackebrandt & Goebel 1994; Everett et al, 1999; 
Tindall et al, 2010). Problems to keep in mind are: (i) all available sequences do not have good quality; 
(ii) the cut-off number for similarity of 16S rRNA cannot be applied as a standard borderline, since 
for example in the case of bradyrhizobia and mycoplasma, the 16S rRNA genes show little variation; 
(iii) the 16S rRNA gene might be occasionally subject to horizontal transfer and genetic 
recombination, thus, phylogeny of 16S rRNA might not reflect the phylogeny of bacteria; and (iv) 
the low polymorphism of 16S rRNA sequences of some genera does not allow closely related species 
to be split (van Berkum & Fuhrmann 2000; Willems 2001; van Berkum et al, 2003; Eardly et al, 2005; 
Vinuesa et al, 2005; Martens et al, 2007 & 2008; Thompson et al, 2013). 
 
1.2.5 Multilocus sequence analysis (MLSA) 
Multilocus sequence Typing (MLST) was introduced to the bacterial taxonomy in the case of  
Neisseria meningitidis, by Maiden et al, (1998), to overcome the problems resulting from applying 
previously used characterization  methods of pathogenic microorganisms. MLST is mostly used in 
epidemiology for characterization of strains at an intraspecific level (Martens et al, 2007). In the 
method MLST, the analyses are based on the numbers that are assigned to allele sequences at each 
locus. In contrast, in multilocus sequence analysis (MLSA) the actual DNA sequences are analysed 
(genome.ppws.vt.edu/cgi-bin/MLST/docs/MLSTMLSA.pl). Gevers et al, (2005) defined MLSA as 
“a method for the genotypic characterization of a more diverse group of prokaryotes (including entire 
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genera) using the sequences of multiple protein-coding genes”. The housekeeping genes are mostly 
located in the chromosome and chromid of the prokaryotes and are encoding proteins involved in 
physiological maintenance of prokaryotes (Krawiec & Riley 1990; Young et al, 2006; Harrison et al, 
2010). Housekeeping genes (core genes) are considered as suitable markers for studying the 
phylogeny of microbes since they are divergent enough to discriminate closely related species in 
taxonomic analyses. Unlike the core genes, accessory genes are strain-specific and are mainly 
involved and specialized in ecological adaptation. Accessory genes thus, might not reflect phylogeny 
of prokaryotes accurately and cannot be found in all the individuals of the species. 
 
Vinuesa et al, (2005 & 2008) pointed out that only orthologous core loci are suitable genes for MLSA-
based inference for estimation of the phylogeny of multiple species. Selecting appropriate 
housekeeping genes is important to estimate phylogenies based on concatenated gene sequences. The 
ad hoc committee for the re-evaluation of the species definition in bacteriology suggested using a 
minimum of five housekeeping genes in MLSA (Stackebrandt et al, 2002). However, there is no exact 
number of housekeeping genes to be used in MLSA; for instance, Konstantinidis et al, (2006) 
proposed that a minimum of three genes should be included in an MLSA study. Stackebrandt et al, 
(2002) also suggested selection of the loci for MLSA studies based on three major criteria of (i) 
ubiquitous among prokaryotes; (ii) diverse chromosomal loci; and (iii) unique occurrence in the 
genome. The cost of gene sequencing has decreased dramatically and the phylogenetic programs have 
been improved and have become more user friendly than they were in the early 2000’s. Thus, the 
MLSA method has become more convenient and a preferred method for taxonomic analyses in the 
last decade also in microbiology. In the phylogenetic analyses of diverse eukaryotes, it has been a 
norm for quite some time (Kluge 1989; Nixon & Carpenter 1996). Considering different aspects of 
performing a taxonomic study including phylogenetic analyses, costs, accessibility, and accuracy, 
MLSA could be considered as the best available approach.  
 
1.2.6 Genome-based taxonomy  
Retrieving high-quality evolutionary information from sequences of bacterial genomes has 
revolutionized various aspects of microbiology disciplines, such as taxonomy. Genome sequencing 
can improve the identification of species, and also resolve the taxonomic uncertainties of higher taxa 
(Whitman 2015). The average nucleotide identity (ANI) between pairs of genomes of bacteria was 
one of the initial advents of application of genomics in taxonomy. ANI values of 95-96% could 
represent the DDH value of 70%, which is considered as the borderline of description of new species. 
It is believed that the use of ANI can substitute DDH for description of new species (Goris et al, 2007; 
Scortichini et al, 2013). Thus, ANI could be regarded as the novel approach in the taxonomy of 
bacteria (Richter & Rosselló-Móra 2009). Besides ANI, other taxonomic markers such as Karlin 
genomic signatures, supertrees, and in silico Genome-to-Genome Distance Hybridization (GGDH) 
can be used with the whole-genome sequences (Thompson et al, 2013). At present, it is highly 
recommended to deposit the genome sequence of a new species in the International Nucleotide 
Sequence Database public archives. Whitman (2015) proposed that genome sequences could also 
serve as the type material to be deposited to culture collections for naming the prokaryotic taxa that 
were obtained from either a clonal population or a single cell. Genome-based taxonomy will be the 
ultimate, most accurate, convenient, and even the cheapest method of taxonomy, despite the fact that 
the number of the available whole-genome sequenced bacterial species is insufficient yet. 
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1.2.7 Other molecular methods 
DNA-based typing methods (DNA fingerprinting) have mostly been used for detection of diversity 
between members of a species and subtyping of species (Vandamme et al, 1996; Rosselló-Móra & 
Amann 2001). There are several methods listed in this category, and in the 1990s, they were mainly 
replacing or used to supplement classical phenotypic subtyping methods (Vandamme et al, 1996). 
The techniques such as Restriction Fragment Length Polymorphism (RFLP), Amplified Fragment 
Length Polymorphism (AFLP), and Random Amplified Polymorphic DNA (RAPD) have also been 
used in microbiological studies (Nick 1998). 
 
1.2.8 Phenotypic methods 
The techniques that are not based on genetic characters are considered as phenotypic. In this chapter, 
some traditional phenotypic methods are only listed; and the methods are not explained in detail. The 
classical phenotypic characteristics of bacteria have been reported in almost all the taxonomic papers, 
principally in the papers describing new species and genera. The traditional or classical phenotypic 
features of bacteria include morphological, physiological and biochemical characteristics. 
Morphological analyses of bacteria include the study of size, shape, flagella, endospore, inclusion 
bodies, gram staining of cells, and colour, dimensions, and form of colonies. The biochemical and 
physiological approaches include various types of tests e.g. growth of bacteria in different 
temperatures, salt concentrations, pH values, and metabolization of various compounds. Other 
frequently used phenotypic methods include analysis of cellular fatty acids, whole-cell proteins 
analyses, multilocus enzyme electrophoresis, pyrolysis mass spectrometry, and analysis of 
polyamines (Vandamme et al, 1996; Nick 1998). Cross-nodulation testing is one of the unique 
methods that was used for the taxonomy of rhizobia in the early 20th century (Fred et al, 1932; 
Willems 2006). However, due to irregular cross-nodulation among plant groups, Wilson (1944) 
proposed that applying the technique should be abandoned. 
 
1.3 The current taxonomy of Bacteria 
Currently, prokaryotes contain two domains (or empires), "Bacteria" (or "Eubacteria") and "Archaea" 
(or "Archaeobacteria"). These two domains contain 35 phyla (or divisions), from which 30 phyla 
belongs to the domain “Bacteria” (www.bacterio.net/-classifphyla.html). Approximately 80% of 
eukaryotic species are estimated to have been described, whereas this number has been estimated to 
be only 0.1% for prokaryotes (Tamames & Rosselló-Móra 2012;  Rosselló-Móra 2012). In 2012, the 
number of described bacterial families, genera, and species was estimated to be 290, 1 916, and 9 624, 
respectively (Yarza et al, 2014; www.bacterio.net). However, it is worth noting that there is still 
neither official classification of prokaryotes nor a “widely accepted” concept of species (Gevers et al, 
2005; www.bacterio.net).  
 
1.4 Rhizobia 
Rhizobia is a generic name for a wide range of bacteria mostly fixing nitrogen in symbiosis with 
legumes as their host plants. Until 1982, a single bacterial genus, Rhizobium, was presented as having 
these properties. Today, rhizobia are distributed in the classes Alphaproteobacteria and 
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Betaproteobacteria of the phylum Proteobacteria (Garrity et al, 2005; Sprent 2008). 
Alphaproteobacterial rhizobia are accommodated in the families Bradyrhizobiaceae, Brucellaceae, 
Hyphomicrobiaceae, Methylobacteriaceae, Phyllobacteriaceae, and Rhizobiaceae of the order 
Rhizobiales (www.bacterio.net). The number of rhizobial genera described increased to 17 by 2011. 
The genera Agrobacterium, Allorhizobium, Aminobacter, Azorhizobium, Bradyrhizobium, Devosia, 
Mesorhizobium, Methylobacterium, Microvirga, Ochrobactrum, Phyllobacterium, Rhizobium, 
Shinella and Ensifer (syn. Sinorhizobium) belong to the alpha subphylum of Proteobacteria; and 
Burkholderia, Cupriavidus and Herbaspirillum belong to the families of Burkholderiaceae and 
Oxalobacteraceae of the class Betaproteobacteria (Lindström & Mousavi 2010; Carro et al, 2012). 
Table 1 shows the large increase in the number of rhizobial species during the previous decade. The 
main focus of this chapter is on rhizobial species of the family Rhizobiaceae and the genus 
Mesorhizobium of the family Phyllobacteriaceae.  
 
Table 1. Increasing number of species in the genera of rhizobia by 2015 (Skerman et al, 1980; Willems 
2006; www.bacterio.net). 
Genus Number  of species     
 1980 81-85 86-90 91-95 96-00 01-06 07-15* 
Agrobacterium 4 4 5 5 5 5 3-5 
Rhizobium 6 7 7 10 10 16 72 
Bradyrhizobium  1 1 3 3 7 27 
Ensifer (syn. Sinorhizobium)   2 5 8 11 15 
Azorhizobium   1 1 1 2 3 
Mesorhizobium     7 11 30 
Allorhizobium     1 1 1 
*Only the validated species (by October 2015) were considered (www.bacterio.net). 
 
1.4.1 The family Rhizobiaceae 
The family Rhizobiaceae Conn 1938 belongs to the order Rhizobiales of the class 
Alphaproteobacteria. Up to 2010, there were five genera, Rhizobium, Allorhizobium, Agrobacterium, 
Ensifer (syn. Sinorhizobium), and Shinella, in the family with Rhizobium as the type genus. There 
have been several nomenclatural controversies in the family and   they are discussed below. 
 
1.4.2 Rhizobium 
In 1888, Beijerinck used the name Bacillus radicicola for bacteria isolated from nodules of different 
legumes. In 1889, Frank named these microorganisms as Rhizobium with the type species of the genus 
as R. leguminosarum. This species was originally described as Schinzia leguminosarum. R. 
leguminosarum, R. trifolii, R. phaseoli, R. meliloti, and R. japonicum were described in the genus 
based on cross-inoculation groups by Fred et al, (1932). 
 
In 1980, there were only six species in the genus Rhizobium, and this number increased to 10 till the 
year 2000. Surprisingly, the number of Rhizobium species increased from 16 in 2006 to 56 species in 
2014, and 15 new species were described form January 2014 to June 2015. Willems (2006) pointed 
out two major reasons for the huge increase in the number of species: (i) many studies launched 
investigating legumes that are not important food and feed crops; and (ii) the improvement of 
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taxonomic techniques. Description of the genus Bradyrhizobium (Jordan 1982), for the distinction of 
fast and slow growing rhizobia, led to transfer of the species Rhizobium japonicum to the genus 
Bradyrhizobium. Some other rhizobial species, for instance Sinorhizobium and Mesorhizobium, were 
in Rhizobium before the delineation of the new generic names. Even though several new generic 
names were described for rhizobia, the genus Rhizobium accommodated around 40% of the rhizobial 
species by 2013 (Lindström et al, 2015). The genus Rhizobium is heterogeneous embracing two major 
subclusters: the “R. leguminosarum species complex” and the “R. tropici group” (Ribeiro et al, 2012; 
Aserse et al, 2012). The genus Rhizobium accommodated 56 species in 2014. However, it is not a 
proper genus name for all the species, since some of them are phylogenetically interspersed among 
members of other genera in Rhizobiaceae. For instance, R. giardinii was not clustered with the other 
species of Rhizobium in several studies, and R. galegae either (Turner & Young 2000; Young et al, 
2001; Eardly et al, 2005; Martens et al, 2008). Despite of this, the generic name “Rhizobium” was 
used for them till 2014. Some so-called Rhizobium species such as R. skierniewicense and R. nepotum 
were placed within the Agrobacterium clade in the phylogenetic analyses by Puławska et al, (2012 
a&b). However, they were described as Rhizobium, since Young (2001) transferred the 
Agrobacterium species to Rhizobium.  
 
The main reasons creating conflicts and heterogeneity in Rhizobium can be listed as: (i) the large 
number of new rhizobial species described; (ii) tendency to use the term “Rhizobium” for practically 
novel nitrogen-fixing bacteria; and (iii) the confusion due to merging of the genera Agrobacterium 
and Allorhizobium in Rhizobium.  
 
1.4.3 The “Rhizobium galegae complex” 
The species Rhizobium galegae was described by Lindström (1989) for a group of rhizobia isolated 
from the nodules of Galega orientalis Lam. and G. officinalis L. in Finland, New Zealand, Russia, 
and England. Rhizobium galegae has two symbiovars, orientalis and officinalis, the former one forms 
effective nodules on Galega orientalis and the latter one on Galega officinalis. Three other species 
Rhizobium huautlense, R. vignae, and R. alkalisoli were described later (Wang et al, 1998; Lu et al, 
2009; Ren et al, 2011a), and found to be genetically related to the species Rhizobium galegae. The 
species R. huautlense, R. alkalisoli and R. vignae were isolated from the effective nodules of Sesbania 
herbacea, Caragana intermedia and multiple legume species, respectively. Zakhia et al, (2004) 
reported a group of bacteria isolated from nodules of Astragalus cruciatus, Argyrolobium uniflorum, 
Anthyllis henoniana, Lotus creticus, Medicago marina and M. truncatula in Tunisia that were placed 
close to R. galegae based on the phylogeny of 16S rRNA gene sequences. A single strain, Rhizobium 
sp. HAMBI 3429, isolated from Glycyrrhiza uralensis Fisch. in China was also positioned close to R. 
galegae in a study by Li et al, (2012). 
 
The phylogenetic position of Rhizobium galegae has been unresolved for several decades. Previous 
phylogenetic studies grouped it with either Rhizobium or Agrobacterium. In some phylogenetic 
studies it formed a distinct clade of its own (Turner & Young 2000; Young et al, 2001; Eardly et al, 
2005; Martens et al, 2008). For instance, Jarvis et al, (1986) reported that R. galegae formed a 
genetically distinct group from the other Rhizobium species based on the 16S rRNA similarity maps 
and a Tm(e) (the temperature at which 50% of the hybrid was denatured) dendrograms. R. galegae was 
placed close to the genus Agrobacterium based on 16S and 23S rRNA genes and cellular fatty acid 
composition, while it was clustered with Rhizobium based on dnaK gene phylogeny (Jarvis et al, 1996; 
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Eardly et al, 2005). The species also formed a distinct group in the glnA gene tree (Turner & Young 
2001) and in the16S rRNA tree of 160 alphaproteobacterial strains (Lindström et al, 2015).  
 
The uncertain phylogenetic position of a group of nitrogen-fixing bacteria, the “R. galegae complex”, 
was the major aim that led us to study the phylogeny of the family Rhizobiaceae. The “R. galegae 
complex” has been classified as Rhizobium and Agrobacterium, the former containing mostly 
nitrogen-fixing bacteria with the latter including mostly pathogenic bacteria. The members of this 
complex received a new genus name, Neorhizobium (Paper I). 
 
1.4.4 Agrobacterium 
The genus Agrobacterium was described by Conn (1942) for three bacterial species including 
Alcaligenes radiobacter (syn. Bacterium radiobacter, Achromobacter radiobacter), Phytomonas 
rhizogenes and P. tumefaciens. Conn (1942) reported that the species A. radiobacter along with these 
two plant pathogenic species (causing crown gall and hairy root) resembled legume-nodulating 
bacteria (Rhizobium spp.). Agrobacterium tumefaciens was proposed as the type species of this new 
genus. Keane et al, (1970) proposed two biotypes for the species A. tumefaciens, A. radiobacter, A. 
rhizogenes and A. rubi. The biotype 1 included both pathogenic (tumour-inducing and root-
proliferating) and non-pathogenic agrobacteria, whereas the biotype 2 contained only pathogenic 
(tumour-inducing and root-proliferating) agrobacteria. Several studies were carried out in the 1970s 
and 1980s to classify the genus Agrobacterium in biotypes and biovars by using numerical analyses 
of phenotypic characteristics and biological and physiological tests (White 1972; Kerr & 
Panagopoulos 1977; Holmes & Roberts 1981). The third biotype was designated for agrobacterial 
strains that were isolated form grapevines (Panagopoulos et al, 1978). Jordan (1984) made a 
correlation between the existing six types of nomenclature and classifications of the genus 
Agrobacterium. He proposed three biovars for the species A. tumefaciens (biovars 1-3), A. 
radiobacter (biovars 1&2), A. rhizogenes (biovars 1&2), and no biovar for A. rubi (Jordan 1984). 
However, the three biovars designated for A. tumefaciens, A. rhizogenes and A. vitis have been used 
more frequently (Holmes & Roberts 1981; Ophel & Kerr 1990). It is worth noting that the term biovar 
is not used for a specific phenotype form within a species in the case of Agrobacterium (Lindström 
& Young 2011). Young et al, (2001) transferred four species of Agrobacterium including A. 
tumefaciens, A. radiobacter, A. rhizogenes, and A. vitis to the genus Rhizobium based on the 
phylogenetic analyses of sequences of 16S rRNA gene. The amalgamation of the genera 
Agrobacterium, Rhizobium and Allorhizobium into a single genus, Rhizobium, raised difficulties and 
controversial taxonomic questions in the family Rhizobiaceae. Farrand et al, (2003) retained 
Agrobacterium as a distinct genus; nonetheless, the genus name Rhizobium has continuously been 
used for agrobacterial species.  
 
Nine genomospecies (genomovars) G1 to G9 were designated for the species Agrobacterium 
tumefaciens (and bona fide A. radiobacter) by Mougel et al, (2002), and later G13 was added by 
Costechareyre et al, (2009). These genomovars were considered as putative new species but have not 
yet received Latin binomials, with the exception of G8, which was called A. fabrum. Moreover, the 
type strain of the type species of the genus, A. tumefaciens B6, was grouped within the A. radiobacter 
clade (G4) (Mougel et al, 2002; Portier et al, 2006; Costechareyre et al, 2010). Since the epithet 
radiobacter has priority over tumefaciens, the species A. tumefaciens is valid no longer (Lindström 
& Young 2011). The species Agrobacterium rhizogenes was transferred to the genus Rhizobium as R. 
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rhizogenes (Costechareyre et al, 2010). The position of a group of mostly phytopathogenic bacteria, 
Agrobacterium, within a nitrogen-fixing group of bacteria, Rhizobium, has caused nomenclatural 
uncertainties, controversies and taxonomic misunderstandings for four decades. 
 
1.4.5 Other genera of Rhizobiaceae 
The genus Sinorhizobium was described by Chen et al, (1988) for a group of fast-growing rhizobia 
that were separated from Rhizobium and Bradyrhizobium. The species S. fredii (basionym, Rhizobium 
fredii) was proposed as the type species of the genus. Casida (1982) proposed the genus Ensifer for a 
bacterial predator of bacteria in soil, with only one species, E. adhaerens, by 2003. 16S rRNA gene 
comparisons placed E. adhaerens close to the genus Sinorhizobium (Balkwill 2005). This caused 
some nomenclatural controversies (Willems et al, 2003; Young 2003). Nevertheless, since the rules 
of Bacteriological Code give priority to the older name, the members of Sinorhizobium were 
transferred to Ensifer (Opinion 84 of the Judicial Commission). The genus Ensifer now contains 15 
species. 
 
The genus Allorhizobium was designated for a group of bacteria isolated from nodules of Neptunia 
natans in Senegal (de Lajudie et al, 1998). The genus contained one species, Al. undicola, by 2013. 
However, Willems (2006) proposed that the genus requires a revision. Based on the phylogenetic 
analyses of recA sequences of Agrobacterium and close species, Costechareyre et al, (2010) pointed 
out that Allorhizobium could be transferred to the genus Agrobacterium. The genus Shinella includes 
six species, of which S. kummerowiae is a symbiotic bacterium isolated from root nodules of 
Kummerowia stipulacea (Lin et al, 2008). 
 
1.4.6 The family Phyllobacteriaceae 
The family Phyllobacteriaceae was described for seven genera (Mergaert & Swings 2005). At present, 
11 genera Aminobacter, Aquamicrobium, Chelativorans, Defluvibacter, Hoeflea, Mesorhizobium, 
Nitratireductor, Phyllobacterium, Pseudahrensia, Pseudaminobacter, and Thermovum are 
accommodated in the family (www.bacterio.net/-classifgenerafamilies.html#Phyllobacteriaceae). 
The genera Aminobacter, Mesorhizobium and Phyllobacterium contain nitrogen-fixing species. The 
type genus of the family, Phyllobacterium, is closely related to the genus Mesorhizobium. These two 
genera were placed in the family Rhizobiaceae before the description of Phyllobacteriaceae (Jarvis 
et al, 1982; Knösel 1984). In this chapter, only the genus Mesorhizobium of the family 
Phyllobacteriaceae is discussed. 
 
1.4.7 Mesorhizobium 
Some studies reported a group of rhizobia represented by Rhizobium loti, forming a lineage distinct 
from the two other clusters embracing other rhizobia in their study (Jarvis et al, 1986; de Lajudie et 
al, 1994). These studies recommended that R. loti and R. huakuii should be recognized as a new genus. 
Consequently the genus Mesorhizobium was delineated to accommodate four species formerly 
included in Rhizobium: R. loti, R. huakuii, R. ciceri and the novel M. tianshanense (Jarvis et al, 1997). 
At present, the genus Mesorhizobium contains 30 valid species. Most of the mesorhizobial species 
fix nitrogen.   
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1.5 Biological nitrogen fixation  
Biological nitrogen fixation (BNF) is a process in which bacteria interact with the plants. One of the 
major BNF occurs in the interaction between rhizobia and legumes. “Symbiosis is the acquisition of 
an organism(s) by another unlike organism(s), and through subsequent long-term integration, new 
structures and metabolism(s) emerge” Zook (2015). Nitrogen-fixing symbiosis between rhizobia and 
legumes is categorized as a mutualistic symbiosis, in which both sides benefit: rhizobia are fed and 
hosted by the plant, and legumes receive combined nitrogen provided by rhizobia. BNF is a natural 
process by which atmospheric dinitrogen gas (N2) is reduced to ammonia: N2 + 8[H] ? 2NH3 + H2 
(Lindström & Mousavi 2010). 
 
On the bacterial side, symbiosis is mostly controlled by accessory genes, which are often in rhizobia 
located in transmissible elements such as plasmids, symbiosis islands and chromids. Unlike the 
“essential” core genes that are carried by chromosome, the accessory genes are dispensable for the 
bacteria. Accessory genes encode various characters of bacteria; for instance, pathogenicity, 
antibiotic resistance and toxins, and in rhizobia symbiotic elements. Since protein-coding accessory 
genes are specialized in ecological adaptation, they might have been acquired independently and 
might have evolved separately from core genes. Since the accessory genes are carried on transmissible 
elements, they are more likely to undergo horizontal gene transfer (HGT) (Ochman & Moran 2001; 
Finan 2002; Martens et al, 2008; Harisson et al, 2010; Vinuesa 2010; Lindström et al, 2015). 
 
Rhizobia possess two important sets of genes, nod and nif, for the biological nitrogen fixation process. 
The nod genes are unique accessory genes to rhizobia, whilst nif genes can be found also in other 
bacteria (Haukka et al, 1998). A large number of nodulation (nod) genes encode Nod factors, which 
are key signal molecules that play a crucial role in the initial step of nodule development and bacterial 
invasion in most of symbioses (Suominen 2000; Perret et al, 2000; Broughton et al, 2000; D’Haeze 
& Holsters 2002; Österman 2015). A set of nif genes encode the core subunits of the nitrogenase 
enzyme complex in rhizobia as reviewed by Franche et al, (2009) and Lindström et al, (2015). From 
an evolutionary point of view, there have been very different hypotheses about the phylogeny of nod 
and nif genes. For instance, some studies proposed that the phylogeny of nod is congruent with the 
phylogeny of host plant (Dobert et al, 1994; Thomas et al, 1995), some studies proposed that the 
phylogeny of nifH is similar to 16S rRNA (Hennecke et al, 1985; Ueda et al, 1995), and some showed 
that horizontal gene transfer and vertical gene transfer might drive the evolution of nod and nif genes 
(Haukka et al, 1998; Laguerre et al, 2001; Bailly et al, 2007; Menna & Hungria 2011; Lindström et 
al, 2015). 
 
1.5.1 Evolution of symbiosis 
The symbiotic nitrogen fixation between legumes and rhizobia is a well-known interaction. 
Nonetheless, nitrogen fixation can occur also in other plant families than Leguminosae. For instance, 
some rhizobia can fix nitrogen in symbiosis with the plant Parasponia. Actinorhizal plants can be 
nodulated by Frankia (Dawson 2008; Normand & Fernandez 2009; Op den Camp et al, 2011). 
Angiosperms that form nitrogen-fixing root nodules are clustered in the Eurosid I clade (Soltis et al, 
2000). The family Leguminosae is the third largest family of angiosperms. The legumes family 
includes roughly 730 genera and over 19 400 species (Lewis et al, 2005). The focus of this chapter is 
on the symbioses between rhizobia and two genera of Leguminosae including Galega L. and 
Glycyrrhiza L. The genera Galega and Glycyrrhiza belong to the tribe Galegeae and are positioned 
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in the inverted-repeat-lacking clade (IRLC), which is the most species-rich subclade of Leguminosae 
(Wojciechowski et al, 2005; Lock & Schrire 2005).  
 
1.5.2 Galega-rhizobia symbiosis 
The genus Galega consists of five species (www.theplantlist.org/browse/A/Leguminosae/Galega/). 
The Caucasus region in Eurasia is considered as the as the centre of origin of the species G. orientalis 
(fodder galega) whilst Bulgaria or Turkey is considered as the centre of origin of the species G. 
officinalis (goats’ rue) (Vavilov 1926; Österman et al, 2011). The bacterial species Neorhizobium 
galegae can enter nitrogen fixation with G. orientalis and G. officinalis. Albeit both symbiovars of 
the N. galegae (orientalis and officinalis) can nodulate both Galega plant species, the interaction 
between these two organisms is very host specific (Radeva et al, 2001). The bacterium N. galegae sv. 
orientalis can form effective nodules in the roots of G. orientalis and N. galegae sv. officinalis forms 
effective nodules on G. officinalis (Lipsanen & Lindström 1988). Interestingly, the bacterial side is 
phylogenetically positioned close to the Agrobacterium clade, which contains mostly pathogenic 
bacteria. Thus, the interaction between these two microorganisms could be considered as an 
interesting model of symbiosis.  
 
1.5.3 Glycyrrhiza-rhizobia symbiosis 
There are around 20 species in the plant genus Glycyrrhiza, of which three species, G. glabra L., G. 
uralensis Fisch. and G. inflata Batalin. are called licorice, and are used in food, tobacco and cosmetics 
industries, and in medicinal products (Li et al, 2012; Kushiev et al, 2005). Li et al, (2012) studied 
159 bacterial strains that were isolated from root nodules of wild perennial Glycyrrhiza growing on 
40 sites in central and north-western China. The results of their work showed that 33 isolates (true 
symbionts) belong to the genus Mesorhizobium, though the exact phylogenetic position of the isolates 
remained unknown. The mesorhizobial strains were isolated from the species G. uralensis and G. 
glabra and unaffiliated Glycyrrhiza species. G. glabra is a Mediterranean species, which is 
distributed in Spain, Italy, Turkey, the Caucasus, Iran, Central Asia and the western part of China 
(Hayashi et al, 2003; Zimnitskaya 2009). G. uralensis can be found in Kazakhstan, in the southern 
part of West Siberia, Mongolia and China (Zimnitskaya 2009). Thus, G. uralensis is distributed 
mostly in the eastern domain of G. glabra. China has both G. uralensis and G. glabra, and thus it is 
an interesting place to study the symbiosis of Glycyrrhiza and rhizobia. 
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2 OBJECTIVES OF THE STUDY 
The major aims of the study were providing solutions for some of the previous taxonomic issues and 
uncertainties in the family Rhizobiaceae, and determine the taxonomic position of 29 mesorhizobial 
strains collected from nodules of Glycyrrhiza spp. growing in central and north-western China. The 
results of this study can contribute to providing a more robust hypothesis of phylogeny of the 
organisms studied lacking fossils and stable phenotypic features. 
 
   Specific objectives: 
1 To resolve the uncertain phylogenetic position of the former “Rhizobium galegae complex” 
among rhizobia and agrobacteria (Paper I) 
2 To study taxonomy of the genus Agrobacterium (Paper I, and II) 
3 To resolve the uncertainties of the taxonomy of plant-isolated species of the family 
Rhizobiaceae (Paper I and II) 
4 To estimate the phylogeny and taxonomy of 29 mesorhizobial strains isolated from the 
plant genus Glycyrrhiza in China (Paper III) 
5 To study the evolution of symbiotic genes of mesorhizobial strains nodulate the plant 
genus Glycyrrhiza in China (Paper III) 
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3 MATERIAL AND METHODS 
3.1 Bacterial Strains and DNA preparation 
We obtained the studied bacterial strains from the following culture collections:  HAMBI (University 
of Helsinki, Finland), LMG (Ghent University, Belgium), CCBAU (Beijing Agricultural University, 
China), DSMZ (Germany), Pablo Vinuesa (Center for Genomic Sciences, Cuernavaca, Mexico), 
Gehong Wei (Northwest A&F University, Shaanxi, China), Zhiyuan Tan (South China Agricultural 
University, Guangzhou,  China), and Jung-Sook Lee and Jung-Hoon Yoon (Korea Research Institute 
of Bioscience and Biotechnology, Yusong, Taejon, Republic of Korea). The strains obtained from 
other culture collections than HAMBI were deposited in HAMBI. The methods of bacterial culture 
and preservation are listed in the Papers I, II, and III, and the studied strains in MLSA approaches 
are listed in Table 2. The UltraClean Microbial DNA Isolation Kit (MO BIO Laboratories, Inc.) was 
used for DNA extraction of the bacterial samples. The extracted DNA samples were preserved at         
-20oC.  
 
3.2 Amplification and sequence analyses 
The analysed sequences in these three studies were either obtained from GenBank 
(www.ncbi.nlm.nih.gov/genbank) or sequenced for our analyses at the Sequencing and Genomics 
Lab., Institute of Biotechnology, University of Helsinki and Laboratoire d’Ecologie Microbienne, 
Lyon University (France). The procedures of PCR, sequencing, edition of the sequences, BLAST, 
generation of alignments, selecting the best-fit models of nucleotide substitution, annotation of the 
generated phylogenetic trees, and applied software are explained in the Papers I, II, and III. The 
three phylogenetic methods applied in our analyses were neighbor-joining (NJ), maximum likelihood 
(ML), and Bayesian inference (BI). 
 
The Neighbor-joining (NJ) method uses the evolutionary distance to reconstruct phylogenetic trees. 
The NJ method provides the topology and the branch length of the final tree (Saitou & Nei 1987). 
This method was applied to construct the phylogenetic gene trees of 16S rRNA gene sequences 
(Paper I).  
 
Maximum likelihood is the second type of phylogenetic inference method that was used in our 
analyses. ML estimation is a statistical method that basically calculates the likelihood of an observed 
dataset given a particular hypothesis. The ML method evaluates a hypothesis about evolutionary 
history (the branching order and branch lengths of a tree) and the tree that maximizes the likelihood, 
and consequently gives rise to the data we observe (Felsenstein 1981). The ML method was used both 
for estimation of phylogeny of individual symbiotic and housekeeping gene trees and concatenated 
gene trees in Papers I, II, and III.  
 
A Bayesian inference also uses likelihood. In the ML method, the hypothesis (tree) providing the 
highest likelihood is chosen; in contrast, a Bayesian analysis estimates the probability of the 
hypothesis given the data and seeks to find those clades with the highest posterior probabilities 
(Huelsenbeck & Ronquist 2001). The key feature of Bayesian inference is that it takes into account 
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prior knowledge of the hypothesis. Bayesian statistics were used both for estimation of phylogeny of 
individual and combined housekeeping gene trees in Papers I, II, and III. 
 
Table 2. List of rhizobial strains studied in MLSA analyses. 
Species Species 
Agrobacterium albertimagni AOL15T Neorhizobium galegae sv. officinalis HAMBI 2545 
Agrobacterium fabrum C58 Neorhizobium galegae sv. officinalis HAMBI 2546 
Agrobacterium larrymoorei LMG21410T  Neorhizobium galegae sv. officinalis HAMBI 2551 
Agrobacterium nepotum 39/7T Neorhizobium galegae sv. officinalis HAMBI 2559 
Agrobacterium radiobacter B6 Neorhizobium galegae sv. orientalis HAMBI 2578 
Agrobacterium radiobacter LMG140T Neorhizobium galegae sv. officinalis HAMBI 2646 
Agrobacterium rubi HAMBI 1812T Neorhizobium galegae sv. orientalis HAMBI 540T 
Agrobacterium pusense NRCPB10T Neorhizobium galegae sv. orientalis HAMBI 1174 
Agrobacterium skierniewicense Ch11T Neorhizobium galegae sv. orientalis HAMBI 1428 
Agrobacterium sp. gv. G1 TT111 Neorhizobium galegae sv. orientalis HAMBI 1461 
Agrobacterium sp. gv. G2 CIP 497-74 Neorhizobium galegae sv. orientalis HAMBI 2566 
Agrobacterium sp. gv. G3 CIP 107443 Neorhizobium galegae sv. orientalis HAMBI 2581 
Agrobacterium sp. gv. G5 CIP 107444 Neorhizobium galegae sv. orientalis HAMBI 2586 
Agrobacterium sp. gv. G6 NCPPB 925 Neorhizobium galegae sv. orientalis HAMBI 2587 
Agrobacterium sp. gv. G7 Zutra 3/1 Neorhizobium galegae sv. orientalis HAMBI 2588 
Agrobacterium sp. gv. G9 Hayward 0363 Neorhizobium galegae sv. orientalis HAMBI 2600 
Agrobacterium sp. gv. G13 CFBP 6927 Neorhizobium galegae sv. orientalis HAMBI 2605 
Allorhizobium borbori DN316T  Neorhizobium galegae sv. orientalis HAMBI 2606 
Allorhizobium oryzae Alt 505T Neorhizobium galegae sv. orientalis HAMBI 2609 
Allorhizobium paknamense L6-8T Neorhizobium galegae sv. orientalis HAMBI 2610 
Allorhizobium pseudoryzae J3-A127T Neorhizobium galegae sv. orientalis HAMBI 2630 
Allorhizobium taibaishanense CCNWSX 0483T Neorhizobium galegae sv. orientalis HAMBI 2635 
Allorhizobium undicola HAMBI 2079T Neorhizobium galegae sv. orientalis HAMBI 2642 
Allorhizobium vitis HAMBI 1817T Neorhizobium galegae sv. orientalis HAMBI 2645 
Allorhizobium qilianshanense CCNWQLS01T Neorhizobium galegae sv. orientalis HAMBI 3154 
Ciceribacter lividus  MSSRFBLT Neorhizobium huautlense HAMBI 2409T   
Ensifer numidicus ORS 1407T’ Neorhizobium huautlense HAMBI 3110 
Ensifer adhaerens gv. A LMG 9954 Neorhizobium huautlense HAMBI 3202   
Ensifer adhaerens LMG 20216T Neorhizobium huautlense HAMBI 3203   
Ensifer americanum CFNEI 156T Neorhizobium huautlense HAMBI 3204    
Ensifer arboris HAMBI 1552T Neorhizobium galegae [former R. sp.] HAMBI 3140 
Ensifer fredii LMG 6217T Neorhizobium galegae [former R. sp.] HAMBI 3141 
Ensifer garamanticus ORS 1400T Neorhizobium sp. [former R. sp.] HAMBI 3142 
Ensifer kostiense LMG 19227T Neorhizobium galegae [former R. sp.] HAMBI 3144 
Ensifer kummerowiae CCBAU71714T Neorhizobium galegae [former R. sp.] HAMBI 3145 
Ensifer medicae LMG 19920T Neorhizobium galegae [former R. sp.] HAMBI 3146 
Ensifer meliloti LMG 6133T Neorhizobium sp. [former R. sp.] HAMBI 3147 
Ensifer mexicanus ITTG R7T Neorhizobium sp. [former R. sp.] HAMBI 3149 
Ensifer saheli LMG 7837T Neorhizobium sp. [former R. sp.] HAMBI 3150 
Ensifer sojae CCBAU 05684T Neorhizobium galegae [former R. sp.] HAMBI 3429 
Ensifer terangae LMG 7834T Neorhizobium galegae [former R. vignae] HAMBI 3093 
Ensifer xinjiangensis CCBAU 110T Neorhizobium galegae [former R. vignae] HAMBI 3191 
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Table  2. cont. 
  
Species Species 
Mesorhizobium sp. NWXJ16 Neorhizobium galegae [former R. sp.] HAMBI 2502 
Mesorhizobium sp. NWXJ42 Pararhizobium capsulatus  DSM 1112T  
Mesorhizobium sp. NWXJ07 Pararhizobium giardinii H152T 
Mesorhizobium sp. NWXJ02 Pararhizobium helanshanense CCNWQTX14T 
Mesorhizobium sp. NWXJ08 Pararhizobium herbae CCBAU 83011T 
Mesorhizobium sp. NWXJ18 Pararhizobium sphaerophysae CCNWGS0238T 
Mesorhizobium sp. NWXJ33 Rhizobium aggregatum DSM 1111T 
Mesorhizobium sp. NWXJ39 Rhizobium alamii GBV016T 
Mesorhizobium sp. NWXJ43 Rhizobium calliandrae CCGE524T  
Mesorhizobium sp. NWXJ36 Rhizobium cauense CCBAU 101002T 
Mesorhizobium sp. NWXJ27 Rhizobium cellulosilyticum ALA10B2T 
Mesorhizobium sp. NWXJ31 Rhizobium daejeonense NBRC 102495 T  
Mesorhizobium sp. NWXJ21 Rhizobium endophyticum CCGE 2052 T 
Mesorhizobium sp. NWXJ40 Rhizobium etli CFN 42 T 
Mesorhizobium sp. NWGS01 Rhizobium fabae CCBAU 33202T 
Mesorhizobium sp. NWGS03 Rhizobium freirei PRF 81T 
Mesorhizobium sp. NWSX06 Rhizobium gallicum R602T 
Mesorhizobium sp. NWSX22 Rhizobium grahamii CCGE 502T 
Mesorhizobium sp. NWSX23 Rhizobium hainanense NBRC 107132T 
Mesorhizobium sp. NWSX19 Rhizobium halophytocola YC6881T 
Mesorhizobium sp. NWSX20 Rhizobium indigoferae CCBAU 71042T 
Mesorhizobium sp. NWSX24 Rhizobium jaguaris CCGE525T 
Mesorhizobium sp. NWSX25 Rhizobium leguminosarum USDA 2370T       
Mesorhizobium sp. NWXJ28 Rhizobium leguminosarum sv. trifolii WSM1325 
Mesorhizobium sp. NWXJ32 Rhizobium leguminosarum sv. trifolii WSM2304 
Mesorhizobium sp. NWXJ25 Rhizobium leguminosarum sv. viciae 3841 
Mesorhizobium sp. NWXJ30 Rhizobium leucaenae CFN 299T 
Mesorhizobium sp. NWGS09 Rhizobium loessense CCBAU 7190BT 
Mesorhizobium sp. NWNX05 Rhizobium lusitanum P1-7T 
Mesorhizobium sp. NWGS05 Rhizobium mayense CCGE526T  
Mesorhizobium abyssinicae AC98cT Rhizobium mesoamericanum  CCGE 501T 
Mesorhizobium albiziae CCBAU61158T Rhizobium mesosinicum CCBAU 25010T 
Mesorhizobium alhagi CCNWXJ12-2T Rhizobium miluonense CCBAU 41251T 
Mesorhizobium amorphae ACCC19665T  Rhizobium mongolense USDA 1844T  
Mesorhizobium australicum WSM2073T Rhizobium multihospitium CCBAU 83401T 
Mesorhizobium camelthorni CCNWXJ40-4T Rhizobium naphthalenivorans TSY03bT 
Mesorhizobium caraganae CCBAU 11299T Rhizobium petrolearium SL-1T 
Mesorhizobium chacoense PR5T Rhizobium phaseoli ATCC 14482T 
Mesorhizobium cicero NBRC 100389T Rhizobium phenanthrenilyticum F11T 
Mesorhizobium gobiense CCBAU 83330T Rhizobium pisi DSM 301232T 
Mesorhizobium hawassense AC99bT Rhizobium rhizogenes ATCC11325T 
Mesorhizobium huakuii NBRC 15243T Rhizobium rosettiformans w3T 
Mesorhizobium loti NZP 2213T Rhizobium selenitireducens B1T 
Neorhizobium alkalisoli HAMBI 3100T Rhizobium soli DS-42T 
Neorhizobium alkalisoli HAMBI 3101 Rhizobium subbaraonis JC85T 
Neorhizobium galegae sv. officinalis HAMBI 490 Rhizobium sullae IS123T 
Neorhizobium galegae sv. officinalis HAMBI 503 Rhizobium tarimense PL-41T 
Neorhizobium galegae sv. officinalis HAMBI 1141 Rhizobium tibeticum CCBAU 85039T 
Neorhizobium galegae sv. officinalis HAMBI 1183 Rhizobium tropici CIAT 899T  
Neorhizobium galegae sv. officinalis HAMBI 1186 Rhizobium tubonense CCBAU 85046T 
Neorhizobium galegae sv. officinalis HAMBI 1189 Rhizobium vallis CCBAU 65647T 
Neorhizobium galegae sv. officinalis HAMBI 1207 Rhizobium yanglingense SH 22623T 
Neorhizobium galegae sv. officinalis HAMBI 2302 Shinella kummerowiae  CCBAU 25048T 
Neorhizobium galegae sv. officinalis HAMBI 2425 Aminobacter anthyllidis STM 4645T 
Neorhizobium galegae sv. officinalis HAMBI 2438 Azorhizobium caulinodans ORS 571T 
Neorhizobium galegae sv. officinalis HAMBI 2440 Bosea lupini LMG 26383T 
Neorhizobium galegae sv. officinalis HAMBI 2442 Bradyrhizobium elkanii LMG 6134T 
Neorhizobium galegae sv. officinalis HAMBI 2519 Bradyrhizobium japonicum USDA 6T 
Neorhizobium galegae sv. officinalis HAMBI 2524 Methylobacterium nodulans  ORS 2060T 
Neorhizobium galegae sv. officinalis HAMBI 2536 Microvirga lupini Lut6T 
Neorhizobium galegae sv. officinalis HAMBI 2542 Ochrobactrum cytisi ESC1T 
Neorhizobium galegae sv. officinalis HAMBI 2544 Ochrobactrum lupini  LUP21T 
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4 RESULTS AND DISCUSSION 
4.1 Phylogeny of the Rhizobium–Allorhizobium–Agrobacterium clade  
The genera Agrobacterium, Rhizobium and Allorhizobium belong to the family Rhizobiaceae. In this 
study we aimed to resolve some uncertainties in the taxonomy and nomenclature of this family. The 
main focus of this study was on phylogenetic relationships of the “R. galegae complex” (former R. 
galegae and related taxa) and the genus Agrobacterium. Thus, the phylogenetic position of the “R. 
galegae complex” and species of Agrobacterium was studied by analysis of 16S rRNA gene 
sequences of 51 agrobacterial and rhizobial strains and MLSA of six protein-coding housekeeping 
loci for 114 rhizobial and agrobacterial taxa. 
 
4.1.1 Analyses of 16S rRNA gene sequences 
The phylogeny of the 16S rRNA gene (>1300bp) of 51 strains of the genera Agrobacterium, 
Allorhizobium, Azorhizobium, Bradyrhizobium, Mesorhizobium, Rhizobium and Ensifer (syn. 
Sinorhizobium) was estimated using the neighbor joining method (Paper I). The 51 strains were the 
representative strains of the species, which were studied using MLSA. In the neighbor-joining tree 
based on 16S rRNA sequences, the species R. alkalisoli, R. huautlense, R. galegae, and R. vignae 
were placed in a well-supported cluster (BS=95%) distinct from the clades embracing the genera 
Agrobacterium and Rhizobium. Moreover, the species R. cellulosilyticum was placed within the 
cluster that accommodated the species of the “R. galegae complex”. 
 
4.1.2 Protein-coding housekeeping genes 
The phylogenetic trees (individual and combined gene trees) of six protein-coding housekeeping 
genes (atpD, glnA, glnII, recA, rpoB, and thrC) for 114 rhizobial and agrobacterial strains were 
reconstructed applying Bayesian inference. Since the topology of the individual gene trees was not 
similar in details, we mostly focus on the results of combined gene analysis. In the combined gene 
tree of six protein-coding housekeeping genes, all the strains belonging to the “R. galegae complex” 
form a monophyletic clade with a posterior probability of 1.00 (Figure 1). A group of nitrogen-fixing 
bacteria including R. alkalisoli, R. galegae, R. huautlense, and R. vignae were clustered together in 
previous studies (Lu et al, 2009; Ren et al, 2011a). The complex encompassed ten strains of 
unaffiliated Rhizobium species that were isolated from Astragalus cruciatus, Argyrolobium uniflorum, 
Anthyllis henoniana, Lotus creticus, Medicago marina and M. truncatula in Tunisia, and from 
Glycyrrhiza uralensis in China (Zakhia et al, 2004; Li et al, 2012). The phylogenetic position of these 
species in their original papers had shown that they are closely related to R. galegae and R. huautlense. 
Hence, we used the terms “R. galegae candidates” and “R. huautlense candidates” for these ten strains. 
The phylogenetic position of R. galegae as the representative species of this complex has been unclear 
for decades. R. galegae was positioned in different clades in different phylogenetic trees. In some 
studies, R. galegae was positioned close to the Agrobacterium clade (Young et al, 2001; Eardly et al, 
2005; Martens et al, 2008) mostly containing phytopathogenic bacteria and clustered close to the 
genus Rhizobium (Eardly et al, 2005; Turner & Young 2000), or formed a separate lineage (Martens 
et al, 2008). Based on the results of concatenated gene tree, we proposed a new genus name, 
Neorhizobium gen. nov. (Ne.o.rhi.zo’bi.um) for the “R. galegae complex”.  
 
27 
 
 
Figure 1. The phylogenetic tree of six protein-coding housekeeping genes of 114 rhizobial and agrobacterial taxa 
constructed based on a Bayesian inference analysis. Only the posterior probabilities ≥0.95 are shown in the tree. The 
genus names are abbreviated as follow: A., Agrobacterium, Al., Allorhizobium, E., Ensifer, N., Neorhizobium, and R., 
Rhizobium. Agrobacterium sp. G1 to Agrobacterium sp. G13 correspond well-delineated genomospecies that have not 
yet received a Latin binomial, except genomovars G4 (A. radiobacter) and G8 (A. fabrum) (Paper I). 
 
Neorhizobium gen. nov. 
Neorhizobium gen. nov. (Ne.o.rhi.zo’bi.um. Gr. adj. Neo new; M.L. neut. n. Rhizobium a bacterial 
generic name; M.L. neut. n. Neorhizobium the new Rhizobium, to refer to the fact that it is a new 
group of Rhizobium.  
 
This genus encompasses the former species R. alkalisoli, R. huautlense, R. galegae sv. orientalis,  R. 
galegae sv. officinalis, R. vignae, and the R. galegae and R. huautlense candidates described by 
Zakhia et al, (2004) and Li et al, (2012). Three new species combinations were described for the new 
genus Neorhizobium as follow: 
1. Neorhizobium galegae (Lindström 1989) comb. nov.  
2. Neorhizobium huautlense (Wang et al, 1998) comb. nov. 
3. Neorhizobium alkalisoli (Lu et al, 2009) comb. nov. 
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The MLSA demonstrated that 48 strains of N. galegae sv. orientalis and N. galegae sv. officinalis 
and ten strains of Neorhizobium sp. (including the former R. galegae candidates and the former 
species R. vignae) were grouped together. However, the strains formed sub-clusters based on neither 
their host plants nor the place of origin. This indicates that the protein-coding housekeeping genes 
are well-conserved genes regardless of the distribution of bacteria and host plant. 
 
In the concatenated gene tree, the agrobacterial strains of the species “the former A. tumefaciens”, A. 
radiobacter, “A. fabrum” and Agrobacterium sp. genomovars represented a sister lineage of that 
formed by the taxa belonging to the genus Neorhizobium. The genus Agrobacterium has been one of 
the most controversial genera in the family Rhizobiaceae for several decades. Young et al, (2001) 
transferred the species Agrobacterium rhizogenes, A. rubi, A. tumefaciens, and A. vitis species to the 
genus Rhizobium that caused controversies about the validity of the genus Agrobacterium. 
Nonetheless, Farrand et al, (2003) supported the genus name Agrobacterium for the pathogenic genus 
of the family Rhizobiaceae. 
 
The results of this work resolved some uncertainties about the genus Agrobacterium. They also 
supported the genus name Agrobacterium as an appropriate genus name for the species A. radiobacter, 
A. rubi, and “A. fabrum”, and the Agrobacterium sp. genomovars (G1, G2, G3, G5, G6, G7, G9, G13) 
(Costechareyre et al, 2010) that are well-delineated genomospecies but have not yet received a Latin 
binomial name. The phylogenetic position of the strain B6 (the type strain of “A. tumefaciens”) in the 
clade of bona fide A. radiobacter LMG 140 (genomovar G4) supports the proposal of excluding A. 
tumefaciens as a valid species name (Lindström & Young 2011). Since the epithet radiobacter has 
priority over tumefaciens and A. tumefaciens lacks a type strain (B6 was transferred to A. radiobacter), 
the A. tumefaciens is not a valid species name. Costechareyre et al, (2010) and Velázquez et al, (2010) 
suggested to classify the strain K84 as Rhizobium rhizogenes (formerly Agrobacterium radiobacter), 
which was supported by our results as well. Remarkably, the species Agrobacterium vitis (pathogenic) 
formed a monophyletic lineage with Allorhizobium undicola (nitrogen-fixing) and Rhizobium 
taibaishanense (neither pathogenic nor nitrogen fixing) distinct from the genus Agrobacterium, which 
means that Agrobacterium is not an appropriate name for A. vitis. 
 
The placement of several Rhizobium species including R. soli, R. cellulosilyticum, R. giardinii, R. 
daejeonense and R. oryzae out of the Rhizobium clade in the concatenated gene tree suggested that 
the phylogeny of the family of Rhizobiaceae required a major revision. 
 
4.2 Revised phylogeny of the family Rhizobiaceae 
The seven genera Rhizobium, Neorhizobium, Allorhizobium, Agrobacterium, Ensifer (syn. 
Sinorhizobium), Shinella and Ciceribacter belong to the family Rhizobiaceae. The genus Rhizobium 
is the largest one, containing 56 species by January 2014. However, description of several new 
rhizobial species as “so-called” Rhizobium species has resulted in an extreme heterogeneity of the 
genus. Therefore, the family Rhizobiaceae required a comprehensive phylogenetic study. In order to 
resolve taxonomic uncertainties, with a particular emphasis on the plant-associated members of the 
family, we analysed 16S rRNA sequences of 160 rhizobial strains of the family and other families of 
alphaproteobacterial rhizobia and performed an MLSA of 100 strains of the family Rhizobiaceae in 
the Paper II.  
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4.2.1 Analyses of 16S rRNA gene sequences 
The sequences of 16S rRNA gene of 160 rhizobial strains, including 81 species of the family 
Rhizobiaceae (listed in Table S1, Paper II), were analysed using maximum likelihood phylogeny. In 
the 16S rRNA gene tree, the taxa belonging to the family Rhizobiaceae and two Ochrobactrum 
species formed a clade with a bootstrap value of 71%. In the 16S rRNA gene tree, the Rhizobium 
species did not form a monophyletic cluster, with several of them representing distinct clusters.  
 
4.2.2 Protein-coding housekeeping genes and concatenated sequence analyses 
Three protein-coding housekeeping genes, atpD, recA, and rpoB, were also analysed individually. 
The phylogenetic trees of the three protein-coding housekeeping genes were constructed based on the 
Bayesian inference. The individual Bayesian gene trees showed that the gene trees did not necessarily 
follow the same topology in details. The concatenated gene tree (atpD-recA- rrs-rpoB) was 
constructed applying Bayesian approach for the sequences of 77 plant-associated strains of the family 
Rhizobiaceae along with 23 non-plant-associated related Rhizobium species and 16 rhizobial strains 
from other rhizobial families (listed in Table S1, Paper II). In the combined gene tree, the strains 
belonging to the family Rhizobiaceae formed 11 major clades (A1-G) with high posterior 
probabilities (PP>0.95) (Figure 2). The so-called Rhizobium species were accommodated in five 
lineages (clades A, C, D, E, and G). The genus Rhizobium is the largest genus of the family that 
contained 56 species by January 2014. However the previous studies and especially the results of the 
Paper I showed that there are several uncertainties in the taxonomy of the genus Rhizobium. For 
instance, the species R. giardinii and R. oryzae clustered with other genera of Rhizobiaceae than the 
genus Rhizobium (Martens et al, 2008; Paper I). There has been a tendency among some rhizobial 
taxonomists to name the new rhizobial species, positioned in the Rhizobium-Agrobacterium-
Allorhizobium cluster, as Rhizobium. That could be because of using a single molecular marker 
(mostly the 16S rRNA gene) in their analyses, or describing the species based on phenotypic features 
and DNA-DNA hybridization. Based on our concatenated gene tree, seven Rhizobium species 
including R. soli, R. tarimense, R. cellulosilyticum, R. petrolearium, R. phenanthrenilyticum, R. 
halophytocola, and R. subbaraonis were not placed in any of the clades A-G. Thus, these strains 
remained unaffiliated Rhizobium species. The species Blastobacter capsulatus, R. giardinii, R. herbae, 
R. sphaerophysae, and “R. helanshanense” formed a monophyletic clade (clade G), which was placed 
closer to the Ensifer clade than to Rhizobium. Such position for R. giardinii had been observed in two 
previous MLSA studies (Martens et al, 2008; Paper I). Zavarzin (1961) described the genus 
Blastobacter, which was a heterogeneous group in Alphaproteobacteria. Hugenholz et al, (1994) 
proposed only the species Blastobacter capsulatus to remain in this genus. Since then, for instance, 
two Blastobacter species were delineated as Bradyrhizobium denitrificans and Rhizobium 
aggregatum (van Berkum et al, 2006; Kaur et al, 2011). Based on the results of MLSA, we proposed 
a new genus, Pararhizobium, for the last remaining Blastobacter species along the species R. giardinii, 
R. herbae, R. sphaerophysae, and “R. helanshanense”. 
 
Pararhizobium gen. nov. 
Pararhizobium gen. nov. (Pa.ra.rhi.zo’bi.um. Gr. prep. para, beside, alongside of; N.L. neut. n. 
Rhizobium a bacterial generic name; N.L. neut. n. Pararhizobium, a genus adjacent to Rhizobium. 
Four new species combinations were described for the new genus Pararhizobium as follow: 
1. Pararhizobium giardinii (Amarger et al, 1997) comb. nov. 
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2. Pararhizobium capsulatum (Hirch & Müller 1986) comb. nov. 
3. Pararhizobium herbae (Ren et al, 2011b) comb. nov. 
4. Pararhizobium sphaerophysae (Xu et al, 2012) comb. nov. 
 
 
 
Figure 2. Phylogenetic tree of four concatenated housekeeping genes (rrs-atpD-recA-rpoB) of 116 rhizobial 
and agrobacterial strains, constructed based on a Bayesian inference analysis. Only the family Rhizobiaceae 
clade and the posterior probabilities ≥0.95 are shown in the tree. The genus names are abbreviated as follow: 
A., Agrobacterium, Al., Allorhizobium, E., Ensifer, N., Neorhizobium, P. Pararhizobium, and R., Rhizobium. 
The type strains are shown by a “T” at the end of each strain code (Paper II). 
 
In addition, the species Agrobacterium vitis, Rhizobium taibaishanense, R. paknamense, R. oryzae, 
R. pseudoryzae, “R. qilianshanense” and R. borbori clustered with Allorhizobium undicola with the 
posterior probability of 1.00 (clade E) distant from the genus Rhizobium. The phylogenetic position 
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of the species A. vitis in some studies (Martens et al, 2008; Costechareyre et al, 2010; Paper I) 
showed that this species was placed separately from the other members of the genus Agrobacterium. 
Based on the phylogeny of six housekeeping genes, Allorhizobium undicola, the single existing 
species of the genus Allorhizobium by 2014, was accommodated in a clade with Agrobacterium vitis 
and R. taibaishanense. We thus, proposed that all the seven species can be transferred to the existing 
genus, Allorhizobium. The seven new species combination for the genus Allorhizobium are listed as 
follow: 
 
1- Allorhizobium vitis (Ophel & Kerr et al, 1990) comb. nov. 
2- Allorhizobium taibaishanense (Yao et al, 2012) comb. nov. 
3- Allorhizobium paknamense (Kittiwongwattana & Thawai 2013) comb. nov. 
4- Allorhizobium oryzae (Peng et al, 2008) comb. nov. 
5- Allorhizobium borbori (Zhang et al, 2011a) comb. nov. 
6- Allorhizobium pseudoryzae (Zhang et al, 2011b) comb. nov. 
 
In the combined gene tree, the species Agrobacterium albertimagni, R. rosettiformans, R. aggregatum, 
R. naphthalenivorans, R. selenitireducens, and R. daejeonense formed the sister clade (clade D) of 
the Agrobacterium clade (clade C). One of the major causes of the nomenclatural issues in the family 
Rhizobiaceae originated from the proposal of merging the members of Agrobacterium in Rhizobium 
by Young et al, (2001). For instance, the species, R. skierniewicense and R. nepotum were described 
in 2012 (Puławska et al, 2012 a&b). Based on the phylogeny of the concatenated housekeeping genes 
in their original papers, these two species were closely related to Agrobacterium, nonetheless, since 
the authors adopted the genus name Rhizobium for the members of Agrobacterium the species R. 
skierniewicense and R. nepotum were described as Rhizobium. Finally, regarding the placement of 
two pathogenic species, R. nepotum, and R. skierniewicense, along with R. pusense in the 
Agrobacterium clade (clade C), we proposed three new species combination for the genus 
Agrobacterium: 
 
1- Agrobacterium nepotum (Puławska et al, 2012) comb. nov. 
2- Agrobacterium pusense (Panday et al, 2011) comb. nov. 
3- Agrobacterium skierniewicense (Puławska et al, 2012) comb. nov. 
 
The results of this study resolved some of the taxonomic uncertainties of the family Rhizobiaceae, 
and created 13 new species combination in the family. However, still seven “so-called” Rhizobium 
species including R. soli, R. tarimense, R. cellulosilyticum, R. petrolearium, R. phenanthrenilyticum, 
R. halophytocola, and R. subbaraonis remained unaffiliated, and perhaps the “Rhizobium aggregatum 
complex” requires a new genus name. 
 
4.3 Rhizobial strains isolated from Glycyrrhiza spp.  
The plant genus Glycyrrhiza belongs to the family Leguminosae. The genus Glycyrrhiza contains 20 
species, among which three species, G. glabra, G. uralensis and G. inflata are known as licorice. 
Roots and rhizomes of these three species are used in food, tobacco, cosmetics, and medicine 
industries (Kushiev et al, 2005; Li et al, 2012). Thus, Glycyrrhiza is considered as a top-selling herb 
in China and Europe. Li et al, (2012) isolated 159 endophytic strains from nodules of wild perennial 
Glycyrrhiza on 40 sites in central and north-western China. Their study showed that 29 symbiotic 
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strains belong to the genus Mesorhizobium. In this study, we wanted to estimate the phylogenetic 
position of isolated mesorhizobial strains. We thus, performed an MLSA of three housekeeping 
(recA-rrs-rpoB) genes for 29 mesorhizobial isolates. We also analysed the sequences of three 
accessory genes (nodA, nodC, nifH) of the 29 strains, to discover the effects of host plants and 
geography of isolation on the divergence of mesorhizobial genes involved in symbiosis. 
 
4.3.1 Analyses of housekeeping genes  
The concatenated gene tree (recA-rrs-rpoB) was constructed applying Bayesian inference and 
maximum likelihood methods for the sequences of 61 strains, including 29 test strains, 30 type strains 
of the Mesorhizobium species and two outgroups (listed in Table S1, Paper III). In the concatenated 
gene tree, the 29 test strains were placed in seven clusters (clades A-G) (Figure 3). Twenty test strains 
were positioned in the clades A, B, D, E, F, and G represented by the species M. tianshanense, M. 
gobiense, M. temperatum, M. muleiense, M. amorphae, M. alhagi, and M. camelthorni, respectively. 
Eight test strains were positioned in the clade C with a bootstrap value of 100% separately from the 
other reference strains. Based on the MLSA results, we concluded that 20 test strains belong to the 
species M. tianshanense, M. gobiense, M. temperatum, M. muleiense, M. amorphae, M. alhagi and 
eight strains could be designated to a new Mesorhizobium species.  
 
In the combined gene tree, the clades A, E, and G accommodated strains that were isolated from the 
same plant species (either G. glabra or G. uralensis). Strains from different isolation sites grouped 
together in the combined gene tree, with the exception of the clade A, in which only strains from 
Ziniquan were accommodated (Xinjiang). However, for instance, the other strains isolated from 
Ziniquan (Xinjiang) were positioned in the clade C. That showed that the place of isolation and host 
plants do not affect a phylogeny based on housekeeping genes. 
 
Based on the results of MLSA, we proposed that the species M. qingshengii-M. huakuii, M. 
silamurunense-M. shonense, M. tianshanense-M. gobiense, and M. alhagi-M. camelthorni could be 
merged into four species. In this study, only three housekeeping genes were analysed. Thus, more 
DNA analyses are required to confirm our hypothesis. 
 
4.3.2 Analyses of accessory genes 
The sequences of three symbiotic genes, nodA, nodC and nifH of 59 mesorhizobial strains including 
the 29 test strains were analysed individually by applying maximum likelihood method. In the nodA, 
nodC, and nifH gene trees, the 29 test strains were positioned in five, seven, and nine clades 
respectively. Based on the phylogenetic tree of the genes nodA and nodC, most of the test strains were 
positioned close to the species M. tianshanense, M. gobiense, M. temperatum, M. amorphae, M. 
alhagi, and M. camelthorni. In contrast, in the nifH gene tree, the test strains were positioned close to 
M. tianshanense, M. silamurunense, M. caraganae, M. gobiense, M. septentrionale, M. metallidurans, 
M. amorphae, M. alhagi, M. camelthorni and M. huakuii. Thus, the sequences of the nifH gene of the 
test strains grouped with the sequences of more mesorhizobial species than the sequences of nodA 
and nodC genes. This resulted from the fact that accessory genes evolved based on the bacterial 
lifestyle (Vinuesa 2010; Martens et al, 2008). That explains why these genes cannot be used to in 
taxonomy of bacteria. 
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Figure 3. Phylogenetic tree of three concatenated housekeeping genes (rrs-recA-rpoB) of 59 mesorhizobial 
strains, constructed based on a maximum likelihood analysis. The genus name Mesorhizobium is abbreviated 
as M. The type strains are shown by a “T” at the end of each strain code (Paper III). 
 
Comparison of the combined housekeeping gene tree with the symbiotic gene trees demonstrated that 
these two clusters of genes evolved separately. However, with the exception of the clades E and D of 
the concatenated housekeeping gene tree, all the strains that were placed in a cluster of housekeeping 
gene combined gene tree were also grouped together in the accessory gene trees. In our study the 
phylogeny of nifH did not resemble the phylogeny of the 16S rRNA gene, though it has been proposed 
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that the phylogeny of nifH is similar to the phylogeny of the 16S rRNA gene (Ueda et al, 1995; 
Hennecke et al, 2015). 
 
Based on the phylogeny of the housekeeping and accessory genes, all the strains that were isolated 
from the same plant species or the same place were not grouped together. On the contrary, in the 
symbiotic gene trees, the strains isolated from different plant species and the different regions grouped 
together. This means that neither the host plant nor geography were the main factors determining the 
phylogeny of the symbiotic genes nodA, nodC and nifH. Wernegreen and Riley (1999) reported that 
mapping of host plant genus across the Mesorhizobium nod phylogeny is less obvious in comparison 
with the genera Rhizobium and Ensifer. The plant species Glycyrrhiza glabra and G. uralensis are 
genetically very similar to each other and G. uralensis can hybridize with G. glabra and G. inflata 
(Hayashi et al, 2003; Kondo et al, 2007). That could explain why the strains from the nodules of two 
different species grouped together even in the phylogenetic trees based on the sequences of the 
symbiotic gene. In addition, since G. glabra and G. uralensis probably originated outside China, these 
strains might have acquired some genes in co-evolution with other Chinese legumes. Tan et al, (2012) 
studied mesorhizobial symbionts of New Zealand Carmichaelinae and based on their results rhizobial 
symbionts could have co-evolved with native legumes of New Zealand.  
 
The phylogeny of housekeeping gene trees in this study showed that the isolated strains form the plant 
genus Glycyrrhiza belong to the species M. tianshanense, M. gobiense, M. temperatum, M. muleiense, 
M. amorphae, M. alhagi, M. camelthorni, and a new putative Mesorhizobium species. The results of 
this study also showed that the taxonomy of the genus Mesorhizobium requires a revision. The 
phylogeny of symbiotic genes showed that probably they evolved with other legume species of China.  
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5 CONCLUSIONS  
 
Bacterial taxonomy is changing continuously, the number of described bacteria is increasing and the 
methods of study are improving. Nonetheless, since the bacterial taxonomy has been founded on 
phenotypic analyses, considerable time will be needed to revise the old results. There are still several 
major questions in the taxonomy of bacteria that need to be answered. For instance, “what do species 
and genus mean in bacteria?”. At the same time, it should be kept in mind that the described bacterial 
species could represent only 0.1% of all existing species. Thus, taxonomic studies of bacteria could 
be considered, in practical terms, as a never-ending project. 
 
The results of this study showed that taxonomy of rhizobia could be solved by performing MLSA. 
Our studies also showed that three housekeeping genes could be the sufficient number of genes to be 
studied for obtaining robust hypothesis about phylogeny. However, it is worth to noting that choosing 
the appropriate genes or regions of genome is an important issue. The number of available whole-
genome sequences is increasing exponentially. Thus in the near future, taxonomy based on whole 
genomes could be considered as the best alternative to studying taxonomy of bacteria.  
 
The results of the first paper were used to choose 40 strains of Neorhizobium galegae sv. orientalis 
and N. galegae sv. officinalis for a greenhouse experiment. The greenhouse experiment was carried 
out for investigation of the effectiveness of nitrogen fixation by neorhizobia. Based on the results of 
the greenhouse experiment, eight strains were selected for whole-genome sequencing. In the future, 
analyses of the sequences of accessory genes of neorhizobial strains studied in the first paper could 
contribute us to understanding more about the phylogeography of symbiosis of the model 
Neorhizobium-Galega. 
 
Based on the results in the Papers I and II, two new genera and 16 new species combinations were 
delineated in the family Rhizobiaceae. However, the taxonomy of some species of the family 
remained uncertain. The results in the Paper III also showed that the taxonomy of mesorhizobia 
requires a revision, and a new species could be proposed in the genus Mesorhizobium for eight test 
strains isolated from Glycyrrhiza spp. The results of the paper also showed that probably the 
mesorhizobial nod and nif genes evolved differently than in the genera Rhizobium and Ensifer. The 
symbiotic genes of mesorhizobia might have co-evolved with other rhizobia and legumes than their 
current host plants.  
 
 
 
 
 
 
 
 
 
 
36 
 
6 REFERENCES 
 
Amarger, N., Macheret, V. & Laguerre, G. 1997. Rhizobium gallicum sp. nov. and Rhizobium 
giardinii sp. nov., from Phaseolus vulgaris nodules. International Journal of Systematic 
Bacteriology 47: 996-1006. 
Aserse, A.A., Räsänen, L.A., Assefa, F., Hailemariam, A. & Lindström, K. 2012. Phylogeny and 
genetic diversity of native rhizobia nodulating common bean (Phaseolus vulgaris L.) in Ethiopia. 
Systematic and Applied Microbiology 35: 120-131.  
Bailly, X., Olivieri, I., Brunel, B., Cleyet-Marel, J. & Béna, G. 2007. Horizontal gene transfer and 
homologous recombination drive the evolution of the nitrogen-fixing symbionts of Medicago 
species. Journal of Bacteriology 189: 5223-5236.  
Balkwill, D. 2005. Genus VI. Ensifer. In: Brenner, D. et al. (Eds.), Bergey’s Manual of Systematic 
Bacteriology, Springer, New York, vol. 2, pp. 354-358. 
Broughton, W.J., Jabbouri, S. & Perret, X. 2000. Keys to symbiotic harmony. Journal of Bacteriology 
182: 5641-5652.  
Carro, L., Rivas, R., León-Barrios, M., González-Tirante, M., Velázquez, E. & Valverde, A. 2012. 
Herbaspirillum canariense sp. nov., Herbaspirillum aurantiacum sp. nov. and Herbaspirillum 
soli sp. nov., isolated from volcanic mountain soil, and emended description of the genus 
Herbaspirillum. International Journal of Systematic and Evolutionary Microbiology 62: 1300-
1306.  
Casida, L.E. 1982. Ensifer adhaerens gen. nov., sp. nov.: a bacterial predator of bacteria in soil. 
International Journal of Systematic Bacteriology 32: 339-345.  
Chen, W.X., Yan, G.H. & Li, J.L. 1988. Numerical taxonomic study of fast-growing soybean rhizobia 
and a proposal that Rhizobium fredii be Assigned to Sinorhizobium gen. nov. International 
Journal of Systematic Bacteriology 38: 392-397.  
Cho, J. & Tiedje, J.M. 2001. Bacterial species determination from DNA-DNA hybridization by using 
genome fragments and DNA microarrays. Applied and Environmental Microbiology 67: 3677-
3682.  
Colwell, R.R. 1970. Polyphasic Taxonomy of the Genus Vibrio: Numerical taxonomy of Vibrio 
cholerae, Vibrio parahaemolyticus, and related Vibrio species. Journal of Bacteriology 104: 410-
433.  
Cohn, F., 1875. Untersuchungen ueber Bakterien. Beitraege zur Biologie der Planzen 1: 127-222 In: 
Brock, T.D. (Ed. & Tr.), 1998, Milestones in Microbiology: 1556 to 1940, ASM Press. 
Conn, H.J. 1942. Validity of the genus Alcaligenes. Journal of Bacteriology 44: 353-360.  
Costechareyre, D., Bertolla, F. & Nesme, X. 2009. Homologous recombination in Agrobacterium: 
potential implications for the genomic species concept in bacteria. Molecular Biology and 
Evolution 26: 167-176.  
Costechareyre, D., Rhouma, A., Lavire, C., Portier, P., Chapulliot, D., Bertolla, F., Boubaker, A., 
Dessaux, Y. & Nesme, X. 2010. Rapid and efficient identification of Agrobacterium species by 
recA allele analysis. Microbial Ecology 60: 862-872.  
37 
 
D’Haeze, W. & Holsters, M. 2002. Nod factor structures, responses, and perception during initiation 
of nodule development. Glycobiology 12: 79R-105R.  
Dawson, J.O. 2008. Ecology of actinorhizal plants. In: Pawlowski, K. & Newton, W. (Eds.) Springer 
Netherlands. pp. 199-234.  
Dayrat, B. 2003. The roots of phylogeny: how did Haeckel build his trees? Systematic Biology 52: 
515-527.  
de Lajudie, P., Willems, A., Pot, B., Dewettinck, D., Maestrojuan, G., Neyra, M., Collins, M.D., 
Dreyfus, B.L., Kersters, K., Gillis, M. 1994. Polyphasic taxonomy of rhizobia: emendation of 
the genus Sinorhizobium and description of Sinorhizobium meliloti comb. nov., Sinorhizobium 
saheli sp. nov., and Sinorhizobium teranga sp. nov. International Journal of Systematic and 
Evolutionary Microbiology 44: 715-733.  
de Lajudie, P., Laurent-Fulele, E., Willems, A., Torck, U., Coopman, R., Collins, M.D., Kersters, K., 
Dreyfus, B. & Gillis, M. 1998. Allorhizobium undicola gen. nov., sp. nov., nitrogen-fixing 
bacteria that efficiently nodulate Neptunia natans in Senegal. International Journal of Systematic 
Bacteriology 48: 1277-1290. 
Dobert, R.C., Breil, B.T. & Triplett, E. 1994. DNA sequence of the common nodulation genes of 
Bradyrhizobium elkanii and their phylogenetic relationship to those of other nodulating bacteria. 
MPMI-Molecular Plant Microbe Interactions 7: 564-572. 
Eardly, B.D., Nour, S.M., van Berkum, P. & Selander, R.K. 2005. Rhizobial 16S rRNA and dnaK 
genes: mosaicism and the uncertain phylogenetic placement of Rhizobium galegae. Applied and 
Environmental Microbiology 71: 1328-1335.  
Ettema, T.J.G. & Andersson, S.G.E. 2009. The α-proteobacteria: the Darwin finches of the bacterial 
world. Biology Letters 5: 429-432.  
Everett, K.D., Bush, R.M. & Andersen, A.A. 1999. Emended description of the order Chlamydiales, 
proposal of Parachlamydiaceae fam. nov. and Simkaniaceae fam. nov., each containing one 
monotypic genus, revised taxonomy of the family Chlamydiaceae, including a new genus and 
five new species, and standards for the identification of organisms. International Journal of 
Systematic Bacteriology 49: 415-440.  
Farrand, S.K., van Berkum, P.B. & Oger, P. 2003. Agrobacterium is a definable genus of the family 
Rhizobiaceae. International Journal of Systematic and Evolutionary Microbiology 53: 1681-
1687.  
Felsenstein, J. 1981. Evolutionary trees from DNA sequences: A maximum likelihood approach. 
Journal of Molecular Evolution 17: 368-376.  
Finan, T.M. 2002. Evolving insights: symbiosis islands and horizontal gene transfer. Journal of 
Bacteriology 184: 2855-2856. 
Franche, C., Lindström, K. & Elmerich, C. 2009. Nitrogen-fixing bacteria associated with leguminous 
and non-leguminous plants. Plant and Soil 321: 35-59. 
Fred, E.B., Baldwin, I.L. & McCoy, E. 1932. Root nodule bacteria and leguminous plants. UW-
Madison Libraries Parallel Press. http://digicoll.library.wisc.edu/cgi-
bin/HistSciTech/HistSciTech-idx?type=header&id=HistSciTech.RootNodule&isize=M 
38 
 
Garrity, G., Bell, J. & Lilburn, T. 2005. Class I. Alphaproteobacteria class. nov. In: Brenner, D. et al. 
(Eds.), Bergey’s Manual of Systematic Bacteriology, Springer, New York, vol. 2, part C. pp. 1-
574. 
Gevers, D., Cohan, F.M., Lawrence, J.G., Spratt, B.G., Coenye, T., Feil, E.J., Stackebrandt, E., de 
Peer, Y.V., Vandamme, P., Thompson, F.L. & Swings, J. 2005. Re-evaluating prokaryotic 
species. Nature Reviews Microbiology 3: 733-739.  
Goris, J., Konstantinidis, K.T., Klappenbach, J.A., Coenye, T., Vandamme, P. & Tiedje, J.M. 2007. 
DNA-DNA hybridization values and their relationship to whole-genome sequence similarities. 
International Journal of Systematic and Evolutionary Microbiology 57: 81-91.  
Harrison, P.W., Lower, R.P.J., Kim, N.K.D. & Young, J.P.W. 2010. Introducing the bacterial 
‘chromid’: not a chromosome, not a plasmid. Trends in Microbiology 18: 141-148.  
Haukka, K., Lindström, K. & Young, J.P. 1998. Three phylogenetic groups of nodA and nifH genes 
in Sinorhizobium and Mesorhizobium isolates from leguminous trees growing in Africa and Latin 
America. Applied and Environmental Microbiology 64: 419-426. 
Hayashi, H., Hattori, S., Inoue, K., Sarsenbaev, K., Ito, M. & Honda, G. 2003. Field survey of 
Glycyrrhiza plants in central Asia (1). Characterization of G. uralensis, G. glabra and the 
putative intermediate collected in Kazakhstan. Biological and Pharmaceutical Bulletin 26: 867-
871.  
Hennecke, H., Kaluza, K., Thöny, B., Fuhrmann, M., Ludwig, W. & Stackebrandt, E. 1985. 
Concurrent evolution of nitrogenase genes and 16S rRNA in Rhizobium species and other 
nitrogen fixing bacteria. Archives of Microbiology 142: 342-348.  
Hirsch, P. & Müller, M. 1985. Blastobacter aggregatus sp. nov., Blastobacter capsulatus sp. nov., 
and Blastobacter denitrificans sp. nov., new budding bacteria from freshwater habitats. 
Systematic and Applied Microbiology 6: 281-286. 
Holmes, B. & Roberts, P. 1981. The Classification, identification and nomenclature of agrobacteria. 
Journal of Applied Bacteriology 50: 443-467. 
Hugenholtz, P., Stackebrandt, E. & Fuerst, J.A. 1994. A phylogenetic analysis of the genus 
Blastobacter with a view to its future reclassification. Systematic and Applied Microbiology 17: 
51-57.  
Huelsenbeck, J.P. & Ronquist, F. 2001. MRBAYES: Bayesian inference of phylogenetic trees. 
Bioinformatics 17: 754-755.  
Jarvis, B.D.W., Gillis, M. & De Ley, J. 1986. Intra- and intergeneric similarities between the 
ribosomal ribonucleic acid cistrons of Rhizobium and Bradyrhizobium species and some related 
bacteria. International Journal of Systematic and Evolutionary Microbiology 36: 129-138.  
Jarvis, B.D.W., Pankhurst, C.E. & Patel, J.J. 1982. Rhizobium loti, a new species of legume root 
nodule bacteria. International Journal of Systematic and Evolutionary Microbiology 32: 378-380.  
Jarvis, B.D.W., Sivakumaran, S., Tighe, S.W. & Gillis, M. 1996. Identification of Agrobacterium and 
Rhizobium species based on cellular fatty acid composition. Plant and Soil 184: 143-158.  
Jarvis, B.D.W., Van Berkum, P., Chen, W.X., Nour, S.M., Fernandez, M.P., Cleyet-Marel, J.C. & 
Gillis, M. 1997. Transfer of Rhizobium loti, Rhizobium huakuii, Rhizobium ciceri, Rhizobium 
39 
 
mediterraneum, and Rhizobium tianshanense to Mesorhizobium gen. nov. International Journal 
of Systematic and Evolutionary Microbiology 47: 895-898.  
Jordan, D.C. 1982. Transfer of Rhizobium japonicum Buchanan 1980 to Bradyrhizobium gen. nov., 
a genus of slow-growing, root nodule bacteria from leguminous plants. International Journal of 
Systematic and Evolutionary Microbiology 32: 136-139.  
Jordan, D. C. 1984. Family III. Rhizobiaceae Conn 1938, 321AL. In: Krieg N.R. & Holt J.G. (Eds.), 
Bergey's Manual of Systematic Bacteriology, The Williams & Wilkins Co., Baltimore, vol. 1, 
pp. 235-254.  
Kaur, J., Verma, M. & Lal, R. 2011. Rhizobium rosettiformans sp. nov., isolated from a 
hexachlorocyclohexane dump site, and reclassification of Blastobacter aggregatus Hirsch and 
Müller 1986 as Rhizobium aggregatum comb. nov. International Journal of Systematic and 
Evolutionary Microbiology 61: 1218-1225. 
Keane, P., Kerr, A. & New, P. 1970. Crown gall of stone fruit II. Identification and nomenclature of 
Agrobacterium isolates. Australian Journal of Biological Sciences 23: 585-596. 
Kerr, A. & Panagopoulos, C.G. 1977. Biotypes of Agrobacterium radiobacter var. tumefaciens and 
their Biological Control. Journal of Phytopathology 90: 172-179. 
Kittiwongwattana, C. & Thawai, C. 2013. Rhizobium paknamense sp. nov., isolated from lesser 
duckweeds (Lemna aequinoctialis). International Journal of Systematic and Evolutionary 
Microbiology 63: 3823-3828. 
Kluge, A. G. 1989. A concern for evidence and a phylogenetic hypothesis for relationships among 
Epicrates (Boidae, Serpentes). Systematic Zoology 38: 1–25. 
Knösel, D. 1984. Genus IV Phyllobacterium (ex Knösel 1962) nom. rev. (Phyllobacterium Knösel 
1962, 96). In: Krieg N.R. & Holt J.G. (Eds.), Bergey's Manual of Systematic Bacteriology, The 
Williams & Wilkins Co., Baltimore, vol. 1, pp. 254–256. 
Kondo, K., Shiba, M., Yamaji, H., Morota, T., Zhengmin, C., Huixia, P. & Shoyama, Y. 2007. 
Species identification of licorice using nrDNA and cpDNA genetic markers. Biological and 
Pharmaceutical Bulletin 30: 1497-1502.  
Konstantinidis, K.T., Ramette, A. & Tiedje, J.M. 2006. Toward a more robust assessment of 
intraspecies diversity, using fewer genetic markers. Applied and Environmental Microbiology 
72: 7286-7293.  
Krawiec, S. & Riley, M. 1990. Organization of the bacterial chromosome. Microbiological Reviews 
54: 502-539.  
Kushiev, H., Noble, A.D., Abdullaev, I. & Toshbekov, U. 2005. Remediation of abandoned saline 
soils using Glycyrrhiza glabra: a study from the Hungry Steppes of Central Asia. International 
Journal of Agricultural Sustainability 3: 102-113. 
Laguerre, G., Nour, S.M., Macheret, V., Sanjuan, J., Drouin, P. & Amarger, N. 2001. Classification 
of rhizobia based on nodC and nifH gene analysis reveals a close phylogenetic relationship 
among Phaseolus vulgaris symbionts. Microbiology 147: 981-993.  
Lewis, G.P., Schrire, B., Mackinder, B. & Lock, M. 2005. Legumes of the World. Royal Botanic 
Gardens, Kewpp. 1-19. Li Lu, Y., Chen, W.F., Li Han, L., Wang, E.T. & Chen, W.X. 2009. 
Rhizobium alkalisoli sp. nov., isolated from Caragana intermedia growing in saline-alkaline 
40 
 
soils in the north of China. International Journal of Systematic and Evolutionary Microbiology 
59: 3006-3011.  
Li, L., Sinkko, H., Montonen, L., Wei, G., Lindström, K. & Räsänen, L.A. 2012. Biogeography of 
symbiotic and other endophytic bacteria isolated from medicinal Glycyrrhiza species in China. 
FEMS Microbiology Ecology 79: 46-68.  
Lightfield, J., Fram, N.R. & Ely, B. 2011. Across bacterial phyla, distantly-related genomes with 
similar genomic GC content have similar patterns of amino acid usage. Plos One 6: e17677.  
Lin, D.X., Wang, E.T., Tang, H., Han, T.X., He, Y.R., Guan, S.H. & Chen, W.X. 2008. Shinella 
kummerowiae sp. nov., a symbiotic bacterium isolated from root nodules of the herbal legume 
Kummerowia stipulacea. International Journal of Systematic and Evolutionary Microbiology 58: 
1409-1413. 
Lindström, K. 1989. Rhizobium galegae, a new species of legume root nodule bacteria. International 
Journal of Systematic Bacteriology 39: 365-367.  
Lindström, K. & Mousavi, S.A. 2010. Rhizobium and other N?fixing symbioses. In: Encyclopedia of 
life science (eLS), John Wiley & Sons Ltd, Chichester.   
Lindström, K. & Young, J.P.W. 2011. International Committee on Systematics of Prokaryotes 
Subcommittee on the taxonomy of Agrobacterium and Rhizobium. International Journal of 
Systematic and Evolutionary Microbiology 61: 3089-3093. 
Lindström, K., Amsalu Aserse, A. & Mousavi, S.A. 2015. Evolution and taxonomy of nitrogen-fixing 
organisms with emphasis on rhizobia. Biological Nitrogen Fixation. John Wiley & Sons, Inc. pp. 
21-38.  
Lipsanen, P. & Lindström, K. 1988. Infection and root nodule structure in the Rhizobium galegae sp. 
nov.-Galega sp. symbiosis. Symbiosis 6: 81-96. 
Lock M. & Schrire, B.D. 2005. Tribe Galegeae. In: Lewis, G.P. et al. (Eds.), Legumes of the World, 
Royal Botanic Gardens, Kew, pp. 475-487. 
Lu, Y.L., Chen, W.F., Li Han, L., Wang, E.T. & Chen, W.X. 2009. Rhizobium alkalisoli sp. nov., 
isolated from Caragana intermedia growing in saline-alkaline soils in the north of China. 
International Journal of Systematic and Evolutionary Microbiology 59: 3006-3011. 
Martens, M., Delaere, M., Coopman, R., De Vos, P., Gillis, M. & Willems, A. 2007. Multilocus 
sequence analysis of Ensifer and related taxa. International Journal of Systematic and 
Evolutionary Microbiology 57: 489-503.  
Martens, M., Dawyndt, P., Coopman, R., Gillis, M., De Vos, P. & Willems, A. 2008. Advantages of 
multilocus sequence analysis for taxonomic studies: a case study using 10 housekeeping genes 
in the genus Ensifer (including former Sinorhizobium). International Journal of Systematic and 
Evolutionary Microbiology 58: 200-214.  
Maiden, M.C., Bygraves, J.A., Feil, E., Morelli, G., Russell, J.E., Urwin, R., Zhang, Q., Zhou, J., 
Zurth, K., Caugant, D.A., Feavers, I.M., Achtman, M. & Spratt, B.G. 1998. Multilocus sequence 
typing: a portable approach to the identification of clones within populations of pathogenic 
microorganisms. Proceedings of the National Academy of Sciences of the United States of 
America 95: 3140-3145.  
41 
 
Meier-Kolthoff, J.P., Klenk, H. & Göker, M. 2014. Taxonomic use of DNA G+C content and DNA–
DNA hybridization in the genomic age. International Journal of Systematic and Evolutionary 
Microbiology 64: 352-356.  
Menna, P. & Hungria, M. 2011. Phylogeny of nodulation and nitrogen-fixation genes in 
Bradyrhizobium: supporting evidence for the theory of monophyletic origin, and spread and 
maintenance by both horizontal and vertical transfer. International Journal of Systematic and 
Evolutionary Microbiology 61: 3052-3067.  
Mergaert, J. & Swings, J. 2005. Family IV. Phyllobacteriaceae fam. nov. In: Brenner, D. et al. (Eds.), 
Bergey’s Manual of Systematic Bacteriology, Springer, New York, 2nd ed., vol. 2, part C, p. 
393.  
Mougel, C., Thioulouse, J., Perriere, G. & Nesme, X. 2002. A mathematical method for determining 
genome divergence and species delineation using AFLP. International Journal of Systematic and 
Evolutionary Microbiology 52: 573-586. 
Nick, G. 1998. Polyphasic taxonomy of rhizobia isolated from tropical tree legumes. Dissertations 
University of Helsinki. 17/1998. 
Nixon, K.C. & Carpenter, J.M. 1996. On simultaneous analysis. Cladistics 12: 221-241. 
Normand, P. & Fernandez, M.P. 2009. Evolution and diversity of Frankia. Evolution and diversity of 
Frankia. Prokaryotic symbionts in plants. Springer. pp. 103-125.  
Ochman, H. & Moran, N.A. 2001. Genes lost and genes found: evolution of bacterial pathogenesis 
and symbiosis. Science 292: 1096-1099.  
Ophel, K. & Kerr, A. 1990. Agrobacterium vitis sp. nov. for strains of Agrobacterium biovar 3 from 
grapevines. International Journal of Systematic Bacteriology 40: 236-241. 
Op den Camp, R., Streng, A., De Mita, S., Cao, Q., Polone, E., Liu, W., Ammiraju, J.S.S., Kudrna, 
D., Wing, R., Untergasser, A., Bisseling, T. & Geurts, R. 2011. LysM-type mycorrhizal receptor 
recruited for rhizobium symbiosis in nonlegume Parasponia. Science 331: 909-912.  
Oren, A. 2009. Systematics of archaea and bacteria. In: Minelli, A. & Contrfatto, G. (Eds.), Biological 
science fundamentals and systematics, EOLSS Pubs, Oxford, vol. 2. 
http://www.eolss.net/sample-chapters/c03/e6-71-05-01.pdf  
Ormeño-Orrillo, E. & Martínez-Romero, E. 2013. Phenotypic tests in Rhizobium species description: 
An opinion and (a sympatric speciation) hypothesis. Systematic and Applied Microbiology 36: 
145-147.  
Panagopoulos, C., Psallidas, P. & Alivizatos, A. 1978. Studies on biotype 3 of Agrobacterium 
radiobacter var. tumefaciens. Proceedings of the IVth International Conference on Plant 
Pathogenic Bacteria. Vol. 1. Sta. Path. Veg. Phytobact. pp. 221-228. 
Panday, D., Schumann, P. & Das, S.K. 2011. Rhizobium pusense sp. nov., isolated from the 
rhizosphere of chickpea (Cicer arietinum L.). International Journal of Systematic and 
Evolutionary Microbiology 61: 2632-2639. 
Peng, G., Yuan, Q., Li, H., Zhang, W. & Tan, Z. 2008. Rhizobium oryzae sp. nov., isolated from the 
wild rice Oryza alta. International Journal of Systematic and Evolutionary Microbiology 58: 
2158-2163. 
42 
 
Perret, X., Staehelin, C. & Broughton, W.J. 2000. Molecular basis of symbiotic promiscuity. 
Microbiology and Molecular Biology Reviews 64: 180-201.  
Portier, P., Fischer-Le Saux, M., Mougel, C., Lerondelle, C., Chapulliot, D., Thioulouse, J. & Nesme, 
X. 2006. Identification of genomic species in Agrobacterium Biovar 1 by AFLP genomic 
markers. Applied and Environmental Microbiology 72: 7123-7131. 
Prothero, D.R. 2007. Evolution: What the fossils say and why it matters. Columbia University Press, 
New York, p. 121. 
Puławska, J., Willems, A., De Meyer, S.E. & Süle, S. 2012. Rhizobium nepotum sp. nov. isolated 
from tumors on different plant species. Systematic and Applied Microbiology 35: 215-220. 
Pulawska, J., Willems, A. & Sobiczewski, P. 2012. Rhizobium skierniewicense sp. nov., isolated from 
tumours on chrysanthemum and cherry plum. International Journal of Systematic and 
Evolutionary Microbiology 62: 895-899. 
Radeva, G., Jurgens, G., Niemi, M., Nick, G., Suominen, L. & Lindström, K. 2001. Description of 
two biovars in the Rhizobium galegae species: biovar orientalis and biovar officinalis. 
Systematic and Applied Microbiology 24: 192-205. 
Ren, D.W., Chen, W.F., Sui, X.H., Wang, E.T. & Chen, W.X. 2011. Rhizobium vignae sp. nov., a 
symbiotic bacterium isolated from multiple legume species. International Journal of Systematic 
and Evolutionary Microbiology 61: 580-586.  
Ren, D.W., Wang, E.T., Chen, W.F., Sui, X.H., Zhang, X.X., Liu, H.C. & Chen, W.X. 2011. 
Rhizobium herbae sp. nov. and Rhizobium giardinii-related bacteria, minor microsymbionts of 
various wild legumes in China. International Journal of Systematic and Evolutionary 
Microbiology 61: 1912-1920. 
Ribeiro, R.A., Rogel, M.A., López-López, A., Ormeño-Orrillo, E., Barcellos, F.G., Martínez, J., 
Thompson, F.L., Martínez-Romero, E. & Hungria, M. 2012. Reclassification of Rhizobium 
tropici type A strains as Rhizobium leucaenae sp. nov. International Journal of Systematic and 
Evolutionary Microbiology 62: 1179-1184.  
Richter, M. & Rosselló-Móra, R. 2009. Shifting the genomic gold standard for the prokaryotic species 
definition. Proceedings of the National Academy of Sciences 106: 19126-19131.  
Rosselló-Mora, R. & Amann, R. 2001. The species concept for prokaryotes. FEMS Microbiology 
Reviews 25: 39-67.  
Rosselló-Móra, R. 2012. Towards a taxonomy of Bacteria and Archaea based on interactive and 
cumulative data repositories. Environmental Microbiology 14: 318-334.  
Saitou, N. & Nei, M. 1987. The neighbor-joining method: a new method for reconstructing 
phylogenetic trees. Molecular Biology and Evolution 4: 406-425.  
Scortichini, M., Marcelletti, S., Ferrante, P. & Firrao, G. 2013. A Genomic redefinition of 
Pseudomonas avellanae species. Plos One 8: e75794.  
Skerman, V.B.D., V. McGowan, V., & Sneath, P.H.A. 1980. Approved list of bacterial names. 
International Journal of Systematic Bacteriology 30: 225–420. 
Simpson, G.G. 1961. Principles of animal taxonomy. Columbia University Press, New York, p. 7. 
43 
 
Soltis, D.E., Soltis, P.S., Chase, M.W., Mort, M.E., Albach, D.C., Zanis, M., Savolainen, V., Hahn, 
W.H., Hoot, S.B., Fay, M.F., Axtell, M., Swensen, S.M., Prince, L.M., Kress, W.J., Nixon, K.C. 
& Farris, J.S. 2000. Angiosperm phylogeny inferred from 18S rDNA, rbcL, and atpB sequences. 
Botanical Journal of the Linnean Society 133: 381-461.  
Sprent, J.I. 2008. 60Ma of legume nodulation. What's new? What's changing? Journal of 
Experimental Botany 59: 1081-1084.  
Stackebrandt, E. & Goebel, B.M. 1994. Taxonomic Note: A place for DNA-DNA reassociation and 
16S rRNA sequence analysis in the present species definition in bacteriology. International 
Journal of Systematic and Evolutionary Microbiology 44: 846-849.  
Stackebrandt, E., Frederiksen, W., Garrity, G.M., Grimont, P.A.D., Kämpfer, P., Maiden, M.C.J., 
Nesme, X., Rosselló-Mora, R., Swings, J., Trüper, H.G., Vauterin, L., Ward, A.C. & Whitman, 
W.B. 2002. Report of the ad hoc committee for the re-evaluation of the species definition in 
bacteriology. International Journal of Systematic and Evolutionary Microbiology 52: 1043-1047.  
Stackebrandt, E., Frederiksen, W., Garrity, G.M., Grimont, P.A.D., Kämpfer, P., Maiden, M.C.J., 
Nesme, X., Rosselló-Mora, R., Swings, J., Trüper, H.G., Vauterin, L., Ward, A.C. & Whitman, 
W.B. 2002. Report of the ad hoc committee for the re-evaluation of the species definition in 
bacteriology. International Journal of Systematic and Evolutionary Microbiology 52: 1043-1047.  
Stanley, J. & Krieg, N. 1984. Classification of prokaryotic organisms: an overview. In: Krieg N.R.  
& Holt J.G. (Eds.), Bergey's Manual of Systematic Bacteriology, The Williams & Wilkins Co., 
Baltimore, vol. 1, pp. 1-4. 
Suominen, L. 2000. Molecular biology of symbiotic interactions between Galega orientalis and 
Rhizobium galegae. Dissertations University of Helsinki 29/2000. 
Tamames, J. & Rosselló-Móra, R. 2012. On the fitness of microbial taxonomy. Trends in 
Microbiology 20: 514-516.  
Tan, H.W., Weir, B.S., Carter, N., Heenan, P.B., Ridgway, H.J., James, E.K., Sprent, J.I., Young, 
J.P.W. & Andrews, M. 2012. Rhizobia with 16S rRNA and nifH similar to Mesorhizobium 
huakuii but novel recA, glnII, nodA and nodC genes are symbionts of New Zealand 
Carmichaelinae. Plos One 7: e47677. 
Thomas, P.M., Golly, K.F., Virginia, R.A. & Zyskind, J.W. 1995. Cloning of nod gene regions from 
mesquite rhizobia and bradyrhizobia and nucleotide sequence of the nodD gene from mesquite 
rhizobia. Applied and Environmental Microbiology 61: 3422-3429.  
Thompson, C.C., Chimetto, L., Edwards, R.A., Swings, J., Stackebrandt, E. & Thompson, F.L. 2013. 
Microbial genomic taxonomy. BMC Genomics 14: 913-913.  
Tindall, B.J., Rosselló-Móra, R., Busse, H.J., Ludwig, W. & Kämpfer, P. 2010. Notes on the 
characterization of prokaryote strains for taxonomic purposes. International Journal of 
Systematic and Evolutionary Microbiology 60: 249-266.  
Turner, S.L. & Young, J.P. 2000. The glutamine synthetases of rhizobia: phylogenetics and 
evolutionary implications. Molecular Biology and Evolution 17: 309-319.  
Ueda, T., Suga, Y., Yahiro, N. & Matsuguchi, T. 1995. Remarkable N2-fixing bacterial diversity 
detected in rice roots by molecular evolutionary analysis of nifH gene sequences. Journal of 
Bacteriology 177: 1414-1417. 
44 
 
Vavilov, N.I. 1926. Studies on the origin of cultivated plants, Bulletin of Applied Botany and Plant-
Breeding. 26: 1-248.  
van Berkum, P. & Fuhrmann, J.J. 2000. Evolutionary relationships among the soybean bradyrhizobia 
reconstructed from 16S rRNA gene and internally transcribed spacer region sequence divergence. 
International Journal of Systematic and Evolutionary Microbiology 50: 2165-2172.  
van Berkum, P., Terefework, Z., Paulin, L., Suomalainen, S., Lindström, K. & Eardly, B.D. 2003. 
Discordant Phylogenies within the rrn Loci of Rhizobia. Journal of Bacteriology 185: 2988-2998. 
van Berkum, P., Leibold, J.M. & Eardly, B.D. 2006. Proposal for combining Bradyrhizobium spp. 
(Aeschynomene indica) with Blastobacter denitrificans and to transfer Blastobacter denitrificans 
(Hirsch and Muller, 1985) to the genus Bradyrhizobium as Bradyrhizobium denitrificans (comb. 
nov.). Systematic and Applied Microbiology 29: 207-215.  
Vandamme, P., Pot, B., Gillis, M., de Vos, P., Kersters, K. & Swings, J. 1996. Polyphasic taxonomy, 
a consensus approach to bacterial systematics. Microbiological Reviews 60: 407-438.  
Velázquez, E., Palomo, J.L., Rivas, R., Guerra, H., Peix, A., Trujillo, M.E., García-Benavides, P., 
Mateos, P.F., Wabiko, H. & Martínez-Molina, E. 2010. Analysis of core genes supports the 
reclassification of strains Agrobacterium radiobacter K84 and Agrobacterium tumefaciens 
AKE10 into the species Rhizobium rhizogenes. Systematic and Applied Microbiology 33: 247-
251. 
Velasco, J.D. 2013. Philosophy and Phylogenetics. Philosophy Compass 8: 990-998.  
Vinuesa, P., Rojas-Jiménez, K., Contreras-Moreira, B., Mahna, S.K., Prasad, B.N., Moe, H., 
Selvaraju, S.B., Thierfelder, H. & Werner, D. 2008. Multilocus sequence analysis for assessment 
of the biogeography and evolutionary genetics of four Bradyrhizobium species that nodulate 
soybeans on the Asiatic continent. Applied and Environmental Microbiology 74: 6987-6996.  
Vinuesa, P., Silva, C., Lorite, M.J., Izaguirre-Mayoral, M.L., Bedmar, E.J. & Martínez-Romero, E. 
2005. Molecular systematics of rhizobia based on maximum likelihood and Bayesian 
phylogenies inferred from rrs, atpD, recA and nifH sequences, and their use in the classification 
of Sesbania microsymbionts from Venezuelan wetlands. Systematic and Applied Microbiology 
28: 702-716.  
Vinuesa, P. (2010) Multilocus sequence analysis and bacterial species phylogeny estimation. In: Oren, 
A. & Papke, R.T. (Eds.), Molecular phylogeny of microorganisms, Caister Academic Press, 
Norfolk, pp. 41-64. 
Wang, E.T., van Berkum, P., Beyene, D., Sui, X.H., Dorado, O., Chen, W.X. & Martinez-Romero, 
E. 1998. Rhizobium huautlense sp. nov., a symbiont of Sesbania herbacea that has a close 
phylogenetic relationship with Rhizobium galegae. International Journal of Systematic 
Bacteriology 48: 687-699.  
Wayne, L.G., Brenner, D.J., Colwell, R.R., Grimont, P.A.D., Kandler, O., Krichevsky, M.I., Moore, 
L.H., Moore, W.E.C., Murray, R.G.E., Stackebrandt, E., Starr, M.P. & Truper, H.G. 1987. 
Report of the Ad Hoc Committee on Reconciliation of Approaches to Bacterial Systematics. 
International Journal of Systematic and Evolutionary Microbiology 37: 463-464.  
45 
 
Wernegreen, J.J. & Riley, M.A. 1999. Comparison of the evolutionary dynamics of symbiotic and 
housekeeping loci: a case for the genetic coherence of rhizobial lineages. Molecular Biology and 
Evolution 16: 98-113. 
White, L.O. 1972. The taxonomy of the crown-gall organism Agrobacterium tumefaciens and its 
relationship to rhizobia and other agrobacteria. Microbiology 72: 565-574.  
Whitman, W.B. 2015. Genome sequences as the type material for taxonomic descriptions of 
prokaryotes. Systematic and Applied Microbiology 38: 217-222.  
Willems, A., Coopman, R. & Gillis, M. 2001. Comparison of sequence analysis of 16S-23S rDNA 
spacer regions, AFLP analysis and DNA-DNA hybridizations in Bradyrhizobium. International 
Journal of Systematic and Evolutionary Microbiology 51: 623-632.  
Willems, A., Fernández-López, M., Muñoz-Adelantado, E., Goris, J., De Vos, P., Martínez-Romero, 
E., Toro, N. & Gillis, M. 2003. Description of new Ensifer strains from nodules and proposal to 
transfer Ensifer adhaerens Casida 1982 to Sinorhizobium as Sinorhizobium adhaerens comb. 
nov. Request for an Opinion. International Journal of Systematic and Evolutionary Microbiology 
53: 1207-1217. 
Willems, A. 2006. The taxonomy of rhizobia: an overview. Plant and Soil 287: 3-14.  
Wilson, J. 1944. Over five hundred reasons for abandoning the cross-inoculation groups of the 
legumes. Soil Science 58: 61-70.  
Wojciechowski, M.F., Lavin, M. & Sanderson, M.J. 2004. A phylogeny of legumes (Leguminosae) 
based on analysis of the plastid matK gene resolves many well-supported subclades within the 
family. American Journal of Botany 91: 1846-1862.  
Xu, L., Zhang, Y., Deng, Z.S., Zhao, L., Wei, X.L. & Wei, G.H. 2013. Rhizobium qilianshanense sp. 
nov., a novel species isolated from root nodule of Oxytropis ochrocephala Bunge in China. 
Antonie Van Leeuwenhoek 103: 559-565. 
Yao, L.J., Shen, Y.Y., Zhan, J.P., Xu, W., Cui, G.L. & Wei, G.H. 2012. Rhizobium taibaishanense 
sp. nov., isolated from a root nodule of Kummerowia striata. International Journal of Systematic 
and Evolutionary Microbiology 62: 335-341. 
Yarza, P., Yilmaz, P., Pruesse, E., Glockner, F.O., Ludwig, W., Schleifer, K., Whitman, W.B., 
Euzeby, J., Amann, R. & Rossello-Mora, R. 2014. Uniting the classification of cultured and 
uncultured bacteria and archaea using 16S rRNA gene sequences.  Nature Reviews Microbiology 
12: 635-645.  
Young, J.M., Kuykendall, L.D., Martínez-Romero, E., Kerr, A. & Sawada, H. 2001. A revision of 
Rhizobium Frank 1889, with an emended description of the genus, and the inclusion of all species 
of Agrobacterium Conn 1942 and Allorhizobium undicola de Lajudie et al. 1998 as new 
combinations: Rhizobium radiobacter, R. rhizogenes, R. rubi, R. undicola and R. vitis. 
International Journal of Systematic and Evolutionary Microbiology 51: 89-103. 
Young, J.M. 2003. The genus name Ensifer Casida 1982 takes priority over Sinorhizobium Chen et 
al. 1988, and Sinorhizobium morelense Wang et al. 2002 is a later synonym of Ensifer adhaerens 
Casida 1982. Is the combination ‘Sinorhizobium adhaerens’ (Casida 1982) Willems et al. 2003 
legitimate? Request for an Opinion. International Journal of Systematic and Evolutionary 
Microbiology 53: 2107-2110. 
46 
 
Young, J.P., Crossman, L.C., Johnston, A.W.B., Thomson, N.R., Ghazoui, Z.F., Hull, K.H., Wexler, 
M., Curson, A.R.J., Todd, J.D., Poole, P.S., Mauchline, T.H., East, A.K., Quail, M.A., Churcher, 
C., Arrowsmith, C., Cherevach, I., Chillingworth, T., Clarke, K., Cronin, A., Davis, P., Fraser, 
A., Hance, Z., Hauser, H., Jagels, K., Moule, S., Mungall, K., Norbertczak, H., Rabbinowitsch, 
E., Sanders, M., Simmonds, M., Whitehead, S. & Parkhill, J. 2006. The genome of Rhizobium 
leguminosarum has recognizable core and accessory components. Genome Biology 7: R34-R34.  
Zavarzin, G.A. 1961. Budding bacteria. Mikrobiologiia 30: 952-975. 
Zakhia, F., Jeder, H., Domergue, O., Willems, A., Cleyet-Marel, J., Gillis, M., Dreyfus, B. & de 
Lajudie, P. 2004. Characterisation of wild legume nodulating bacteria (LNB) in the infra-arid 
zone of Tunisia. Systematic and Applied Microbiology 27: 380-395.  
Zhang, G.X., Ren, S.Z., Xu, M.Y., Zeng, G.Q., Luo, H.D., Chen, J.L., Tan, Z.Y. & Sun, G.P. 2011. 
Rhizobium borbori sp. nov., aniline-degrading bacteria isolated from activated sludge. 
International Journal of Systematic and Evolutionary Microbiology 61: 816-822. 
Zhang, X., Sun, L., Ma, X., Sui, X.H. & Jiang, R. 2011. Rhizobium pseudoryzae sp. nov., isolated 
from the rhizosphere of rice. International Journal of Systematic and Evolutionary Microbiology 
61: 2425-2429. 
Zimnitskaya, S.A. 2009. State of the reproductive system of populations of species of the genus 
Glycyrrhiza L. (Fabaceae). Contemporary Problems of Ecology 2: 392-395.  
Zook, D. 2015. Symbiosis—Evolution’s Co-Author. In: Gontier, N. (Ed.), Reticulate Evolution. 
Springer International Publishing, Switzerland, pp. 41-80.  
Österman, J., Chizhevskaja, E., Andronov, E., Fewer, D., Terefework, Z., Roumiantseva, M., 
Onichtchouk, O., Dresler-Nurmi, A., Simarov, B., Dzyubenko, N. & Lindström, K. 2011. Galega 
orientalis is more diverse than Galega officinalis in Caucasus—whole?genome AFLP analysis 
and phylogenetics of symbiosis?related genes. Molecular Ecology 20: 4808-4821. 
Österman, J. 2015. Molecular factors and genetic differences defining symbiotic phenotypes of 
Galega spp. and Neorhizobium galegae strains. Dissertations University of Helsinki. 9/2015. 
